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Abstract
Progression of RNA polymerase II (RNAPII) transcription relies on the appropriately posi-
tioned activities of elongation factors. The resulting profile of factors and chromatin signa-
tures along transcription units provides a “positional information system” for transcribing
RNAPII. Here, we investigate a chromatin-based mechanism that suppresses intragenic ini-
tiation of RNAPII transcription. We demonstrate that RNAPII transcription across gene pro-
moters represses their function in plants. This repression is characterized by reduced
promoter-specific molecular signatures and increased molecular signatures associated with
RNAPII elongation. The conserved FACT histone chaperone complex is required for this
repression mechanism. Genome-wide Transcription Start Site (TSS) mapping reveals thou-
sands of discrete intragenic TSS positions in fact mutants, including downstream promoters
that initiate alternative transcript isoforms. We find that histone H3 lysine 4 mono-methyla-
tion (H3K4me1), an Arabidopsis RNAPII elongation signature, is enriched at FACT-
repressed intragenic TSSs. Our analyses suggest that FACT is required to repress intra-
genic TSSs at positions that are in part characterized by elevated H3K4me1 levels. In sum,
conserved and plant-specific chromatin features correlate with the co-transcriptional repres-
sion of intragenic TSSs. Our insights into TSS repression by RNAPII transcription promise
to inform the regulation of alternative transcript isoforms and the characterization of gene
regulation through the act of pervasive transcription across eukaryotic genomes.
Author summary
Genes represent DNA elements that are transcribed into mRNA. However, the position
where transcription actually starts can be dynamically regulated to expand the diversity of
RNA isoforms produced from a single gene. Functionally, alternative Transcription Start
Sites (TSSs) may generate protein isoforms with differing N-terminal regions and distinct
cellular functions. In plants, light signaling regulates protein isoforms largely through
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regulated TSS selection, emphasizing the biological significance of this mechanism.
Despite the importance of alternative TSS selection, little is known about the underlying
molecular mechanisms. Here, we characterize for the first time how transcription initia-
tion from an upstream promoter represses alternative downstream promoter activity in
plants. This repression mechanism is associated with chromatin changes that are required
to maintain precise gene expression control. Specific chromatin signatures are established
during transcription via dynamic interactions between the transcription machinery and
associated factors. The conserved histone chaperone complex FACT is one such factor
involved in regulating the chromatin environment along genes during transcription. We
find that mutant plants with reduced FACT activity specifically initiate transcription from
thousands of intragenic positions, thus expanding RNA isoform diversity. Overall, our
study reveals conserved and plant-specific chromatin features associated with the co-tran-
scriptional repression of downstream intragenic TSSs. These findings promise to help
inform the molecular mechanism underlying environmentally-triggered TSS regulation
in plants.
Introduction
Plasticity at the beginning and end of transcription units multiplies the RNA species that can
be generated from genomes. Many RNA species result from RNA Polymerase II (RNAPII)
activity at genes and abundant non-coding genomic regions [1, 2]. Pervasive transcription
results in overlapping transcripts, for example by initiating intragenic transcription leading to
the production of alternative transcript isoforms [3]. Alternative Transcription Start Sites
(TSSs) expand RNA isoform diversity, may result in functionally different RNA and proteins
specific to disease, and allow for multiple transcriptional outputs from a single gene [4, 5].
However, the mechanisms of alternative TSS activation, repression, and regulation are poorly
understood in higher eukaryotes.
Repression of a gene promoter by overlapping RNAPII transcription was originally
described for two tandemly arranged human α-globin gene copies [6]. Read-through tran-
scription from the upstream α-globin gene positions the downstream promoter in the middle
of a transcription unit spanning both gene copies. Repression of a downstream promoter
through the act of RNAPII transcription is referred to as Transcriptional Interference (TI) [7].
The core of this mechanism relies on the progression of RNAPII transcription through distinct
stages [8]. Each stage is characterized by the co-transcriptional recruitment of factors involved
in nascent RNA processing and chromatin modifications [9]. Dynamic phosphorylation of
residues in the C-terminal YSPTSPS repeat region of the largest RNAPII subunit coordinates
progression through the transcription cycle by recruiting stage-specific factors [10, 11]. Meta-
gene analyses of stage-specific transcription factors and chromatin signatures in diverse organ-
isms strikingly visualize many common changes associated with RNAPII progression from the
beginning to the end of active transcription units [12–17]. For example, histone 3 lysine 4
methylation (H3K4me) states decrease from tri- (H3K4me3) to mono-methylation
(H3K4me1) from the beginning to the end of yeast genes [18]. Such signatures provide a “posi-
tional information system” (POINS) for RNAPII to coordinate molecular events required for
each stage of transcription [8].
An important functional outcome of co-transcriptional chromatin changes involves the
suppression of transcriptional initiation from within transcription units (intragenic TSSs).
Whereas TSSs in gene promoters are characterized by well-defined DNA cis-elements [19], the
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activity of intragenic TSSs is connected to the co-transcriptional chromatin environment [20].
Histone 3 lysine 36 methylation (H3K36me) is characteristic of RNAPII elongation in many
organisms [21–23]. H3K36 tri-methylation (H3K36me3) prevents RNAPII transcription initi-
ation from intragenic TSSs by mediating histone de-acetylation in yeast [24–26]. Chromatin-
based repression of intragenic TSSs is also tightly linked to the activity of histone chaperones
[27, 28]. The FACT (FAcilitates Chromatin Transcription) complex, consisting of SSRP1 and
SPT16, contributes to this activity across taxa [29, 30]. SPT16 was initially characterized as a
SPT (suppressor of Ty) gene that is required for the suppression of gene promoters by read-
through transcription initiating from adjacent upstream Ty or δ-element insertions [31, 32].
RNAPII read-through transcription of upstream genes due to inefficient termination can elicit
suppression of downstream gene promoters by TI [7, 33, 34]. Transcripts overlapping gene
promoters may also arise from RNAPII transcription of long non-coding RNAs (lncRNAs)
and suppress initiation by FACT-dependent TI [35–38]. In mammals, a combination of
FACT, H3K36me3, and gene-body DNA methylation suppress intragenic TSSs [39, 40]. Co-
transcriptional chromatin signatures are largely common across species, yet their roles in the
regulation of intragenic TSSs often await experimental validation.
Many factors characterizing POINS are active in plants [16, 41]. The Arabidopsis FACT
complex is physically associated with multiple RNAPII elongation factors, chromatin modifi-
ers, and elongation specific RNAPII isoforms [42, 43]. Reduced FACT activity results in devel-
opmental defects [44] that are linked to abnormal DNA methylation at heterochromatin [45]
and imprinted loci [46]. However, the role of FACT in TSS selection in plants is unclear.
Moreover, H3K36me3 localizes to promoter regions in Arabidopsis, whereas the di-methylated
H3K36 variant (H3K36me2) associates to RNAPII elongation zones [47]. These data indicate
that mechanisms in addition to those previously described in budding yeast may have evolved
to repress intragenic TSSs in plants. Genome-wide TSS mapping in Arabidopsis suggests that a
choice between alternative TSSs exists for most transcripts [48]. Protein isoform diversity con-
trol in response to light through regulated TSS choice underpins the biological significance of
this mechanism [49]. Moreover, TSS choice may also regulate gene expression at the level of
translation by the inclusion of an upstream open reading frame (uORF) [50]. Despite the func-
tional significance of alternative TSS choice, little is known about the molecular mechanisms
regulating this phenomenon in plants.
Here, we demonstrate the repressive effect of RNAPII elongation across gene promoters in
Arabidopsis. We identify chromatin and RNAPII signatures associated with this form of gene
regulation by “repressive transcription”. We uncover thousands of intragenic TSSs in fact
mutants, revealing a role for FACT in preventing initiation of RNAPII transcription from
within plant transcription units. Our analyses of chromatin signatures identify increased levels
of the RNAPII elongation-associated H3K4me1 signal at intragenic sites that function as TSSs
when FACT function is compromised. Thus, we resolve plant-specific molecular events
repressing transcription initiation by the process of RNAPII elongation and highlight this
mechanism for the first time in the context of a multicellular organism.
Results
Gene promoter repression by upstream RNAPII transcription in
Arabidopsis thaliana
To investigate gene repression through the act of RNAPII transcription across promoter
regions in higher organisms, we performed a literature screen of Arabidopsis T-DNA insertion
mutants with loss-of-function phenotypes [51]. This specific type of T-DNA mutants must: 1.)
be inserted upstream of gene promoter TSSs, 2.) show read-through transcription into
Transcription-driven chromatin repression of intragenic TSSs
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downstream genes, and 3.) segregate as a recessive loss-of-function phenotype. Application of
these criteria identified the quasimodo1-1 (qua1-1) and red fluorescence in darkness 1–1 (rfd1-
1) mutants as candidate mutants for further analysis [52, 53].
QUA1 encodes a glycosyltransferase required for the biosynthesis of cell-adhesion promot-
ing pectins [52]. The qua1-1 T-DNA mutation is inserted 117 bp upstream of the annotated
translational start site (Fig 1A; S1A Fig). The cell-adhesion defect in qua1-1 results in dwarfed
growth and ruthenium red staining of dark grown qua1-1 hypocotyls (Fig 1B). We detect ele-
vated QUA1 expression in qua1-1 compared to wild type by RT-qPCR (Fig 1C). Northern blot-
ting reveals an abundant T-DNA-QUA1 compound transcript in qua1-1 instead of the QUA1
mRNA (Fig 1D) [52]. The extended transcript detected in qua1-1 corresponds to a predicted
transcript initiating within the T-DNA and extending into the downstream QUA1 gene (S1B
Fig). Next, we performed quantitative chromatin immunoprecipitation (qChIP), which con-
firmed increased RNAPII levels across the QUA1 gene in qua1-1, consistent with elevated lev-
els of transcription initiating from within the T-DNA (Fig 1E). RFD1 encodes RIBA1, the first
enzyme in the plant riboflavin biosynthesis pathway [53]. The T-DNA insertion is located 307
bp upstream of the RFD1 translational start site (Fig 1F; S1C Fig). Under standard light condi-
tions, most soil-grown homozygous rfd1-1 mutants die with white cotyledons (Fig 1G) [53].
However, we are now able to grow homozygous rfd1-1 mutants to seed under reduced light
conditions, enabling comparative analysis of the RFD1 transcript pattern in wild type and
homozygous rfd1-1 mutants. Although RT-qPCR analysis shows about 20-times higher RFD1
expression in rfd1-1 compared to wild type (Fig 1H), northern blotting reveals an abundant
T-DNA-RFD1 compound transcript with increased transcript size in rfd1-1 initiating from the
upstream T-DNA insertion (Fig 1I, S1D Fig) [53]. Notably, the endogenous RFD1 mRNA iso-
form is not detected in rfd1-1. Increased RNAPII levels across the RFD1 gene in rfd1-1 were
also confirmed by qChIP (Fig 1J). Together, these complementary analyses in qua1-1 and rfd1-
1 are consistent with the hypothesis that initiation from the downstream gene promoter is
repressed through the act of RNAPII transcription.
To test if the genomic region between the rfd1-1 T-DNA insertion and the translational
start site of RFD1 can function as a promoter (designated as TIpRFD1, Fig 1F; S1C Fig), we
assayed transient marker gene expression in Nicotiana benthamiana and Arabidopsis thaliana
leaves. We detected expression of β-glucuronidase (GUS) (Fig 2A and 2B) and enhanced Yel-
low Fluorescent Protein (eYFP) (S2 Fig) driven by TIpRFD1 in transient expression assays. To
test if TIp can drive gene expression in relevant tissues and at sufficiently high levels, we per-
formed a molecular complementation of the read-through mutants with genomic constructs
driven by their respective short TIp. We detect RFD1-FLAG protein expression in indepen-
dent transformant lines by western blotting (Fig 2C). Importantly, RFD1 expression driven by
TIpRFD1-RFD1-FLAG complements the rfd1-1 phenotype (Fig 2D). Likewise, we detect
QUA1-FLAG protein expression in independent TIpQUA1-QUA1-FLAG transformant lines by
western blotting, and these lines complement the qua1-1 phenotype (Fig 2E and 2F). Thus,
TIp DNA regions provide necessary and sufficient promoter activity to drive functional RFD1
or QUA1 expression. Interfering RNAPII transcription across TIp is therefore a plausible
mechanism to explain the repression of initiation despite transcriptional activity at these
regions.
Elevated RNAPII elongation signatures are found at promoters repressed
through the act of upstream RNAPII transcription
Repressive RNAPII elongation across TIp in qua1-1 and rfd1-1 mutants may impact on molec-
ular signatures associated with RNAPII elongation and initiation at TIp. To test this, we
Transcription-driven chromatin repression of intragenic TSSs
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Fig 1. Upstream transcription from within T-DNA represses downstream gene expression. (A) Schematic
representation of the qua1-1 locus, including primer pair positions (probe 1–4) for qChIP and RT-qPCR. TIp denotes
Transcriptionally Interfered promoter region remaining in the qua1-1 mutant. (B) Ruthenium red staining of wild
type (ecotype WS) and qua1-1 hypocotyls. (C) Quantitative analysis of QUA1 transcript levels in wild type and qua1-1
by RT-qPCR using primer pair 4 (See Panel A, qPCR probe 4). (D) Analysis of QUA1 transcripts in wild type and
qua1-1 by northern blotting. Ethidium bromide (EtBr) staining of ribosomal RNA is used as a control to assess relative
equal loading and RNA quality. (E) qChIP for total RNAPII levels across QUA1 in wild type and qua1-1. Note: For
comparisons between wild type WS and qua1-1, qChIP values were normalized to reference gene ACT2 in order to
control for differential fixation conditions between samples (See methods for more details). (F) Schematic
representation of the rfd1-1 locus, including primer pair positions for qChIP and RT-qPCR (probes 1–5). TIp denotes
Transcriptionally Interfered promoter region remaining in the rfd1-1 mutant. (G) Photo-bleaching phenotype of rfd1-
1 seedlings grown in high light conditions (ecotype Col-0). (H) Quantitative analysis of RFD1 transcript levels in wild
type and rfd1-1 by RT-qPCR using primer pair 5 (See Panel F, qPCR probe 5). (I) Analysis of RFD1 transcripts in wild
type and rfd1-1 by northern blotting. EtBr staining of ribosomal RNA is used as a control to assess relative equal
loading and RNA quality. (J) qChIP for total RNAPII %IP levels across RFD1 in wild type and rfd1-1. Error bars
represent standard error of the mean resulting from three independent replicates. For statistical tests, a single asterisk
denotes p<0.05, two asterisks denote p<0.01, three asterisks denote p<0.001 between samples by Student’s t-test.
https://doi.org/10.1371/journal.pgen.1007969.g001
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performed qChIP experiments to assay RNAPII initiation and elongation hallmarks. The elon-
gating form of RNAPII (RNAPII-Ser2P) is enriched towards the 3’ end of the QUA1 gene and
depleted from the QUA1 promoter in wild type Arabidopsis (S3A and S3B Fig). H3K36me3 is
enriched towards the 5’ end of genes in Arabidopsis, while H3K36me2 corresponds to the elon-
gation phase and accumulates towards the 3’ end [47]. We find the same pattern along the
QUA1 gene (S3C and S3D Fig). Histone modifications of active promoters such as histone H3
acetylation (H3ac) and H3K4me3 are enriched towards the QUA1 promoter (S3E and S3F Fig)
[47, 54, 55]. Thus, RNAPII initiation and elongation can be distinguished by our qChIP
analyses.
We profiled qua1-1 and rfd1-1 mutants by qChIP to determine the impact of upstream
RNAPII transcription across TIpQUA1 and TIpRFD1 (Fig 3A and 3B). Compared to their respec-
tive wild type ecotype, significantly higher levels of RNAPII-Ser2P were present at the position
of promoter-proximal primer pairs in qua1-1 and rfd1-1 (Fig 3C and 3D). These results sup-
port increased RNAPII elongation across the downstream promoter. Since bulk histone den-
sity remains largely unchanged across QUA1 and RFD1 in their respective mutants (S3G–S3I
Fig), we tested the presence of the Arabidopsis RNAPII elongation-specific chromatin signa-
ture H3K36me2. The mutants displayed increased H3K36me2 levels at TIpQUA1 and TIpRFD1
(Fig 3E and 3F). The increase of RNAPII elongation signatures at these promoters during
repression indicates that these regions may now identify as zones of RNAPII elongation, rather
Fig 2. The act of upstream transcription represses a functional downstream promoter. (A) Transient expression of the
GUS reporter gene under the control of TIpRFD1 in N. benthamiana leaves. p35s-GUS and p19 (lacking GUS reporter gene)
are used as positive and negative controls for GUS expression, respectively. (B) Transient expression of GUS reporter gene
under the control of TIpRFD1 in leaves of the A. thaliana efr mutant. p35s-GUS and p19 (lacking GUS reporter gene) are used
as positive and negative controls for GUS expression, respectively. (C) Detection of RFD1-FLAG protein expressed from
TIpRFD1-RFD1-FLAG by western blotting. For loading controls, total protein levels were detected using TGX stain-free
protein gels. (D) Expression of RFD1-FLAG from TIpRFD1 complements rfd1-1 photo-bleaching phenotype. Wild type
(n = 84), rfd1-1 (n = 143), lines #1 (n = 1196) and #2 (n = 943) segregating for the TIpRFD1-RFD1-FLAG complementation
construct. (E) Detection of QUA1-FLAG protein from TIpQUA1-QUA1-FLAG by western blotting. For loading controls,
total protein levels were detected using TGX stain-free protein gels. (F) Expression of QUA1-FLAG from TIpQUA1
complements ruthenium red staining qua1-1 phenotype. Wild type (n = 97), qua1-1 (n = 96), lines #1 (n = 267) and #2
(n = 254) segregating for the TIpQUA1-QUA1-FLAG complementation construct.
https://doi.org/10.1371/journal.pgen.1007969.g002
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than promoters. Consistent with this hypothesis, histone modifications associated with active
promoters (H3ac, H3K4me3, H3K36me3) were significantly depleted at TIpQUA1 and TIpRFD1
in the mutants (Fig 3G–3L). Collectively, these results demonstrate that upstream RNAPII
transcription shifts the POINS to specify downstream promoters as intragenic regions. Our
data suggest that promoter repression in these mutants could be driven by transcription-medi-
ated chromatin state changes.
Arabidopsis FACT is required for gene repression through the act of
upstream RNAPII transcription
Our analyses support that gene promoters can be repressed by interfering RNAPII elongation
in Arabidopsis. We hypothesized that factors associated with RNAPII elongation, such as the
FACT complex, may be required for repression. To test the role of FACT in promoter repres-
sion by read-through transcription in Arabidopsis, we combined the previously described
knock-down alleles of spt16-1 and ssrp1-2 mutants with qua1-1 [44]. Ruthenium red staining
comparing single and double mutants revealed patches of unstained hypocotyls in spt16-1
qua1-1 compared to qua1-1 (Fig 4A). Importantly, spt16-1 qua1-1 alleviated the dwarf hypo-
cotyl phenotype observed in qua1-1 (Fig 4B). These results indicate tightened cell-adhesion
and partial suppression of the qua1-1 phenotype. The rescue effect was even more pronounced
in ssrp1-2 qua1-1 compared to spt16-1 qua1-1 (Fig 4A and 4B). This can be explained by stron-
ger knock-down of protein levels in ssrp1-2 compared to spt16-1 [44]. To test if FACT was
required for read-through repression of RFD1 in rfd1-1, we crossed spt16-1 with rfd1-1. In our
experimental conditions, about 20% of the progeny of heterozygous rfd1-1/RFD1 seeds segre-
gate for the photo-bleaching phenotype (S4A Fig). The progeny of seed segregating in addition
for SPT16/spt16-1 reduced the photo-bleaching phenotype by about 25%, consistent with sup-
pression of photo-bleaching in the rfd1-1 spt16-1 mutant (S4A Fig). Collectively, these results
support the conclusion that FACT is genetically required for interfering RNAPII elongation at
the qua1-1 and rfd1-1 alleles.
Fig 3. Promoters repressed by upstream transcription adopt RNAPII elongation signatures. (A) Schematic representation of the QUA1 gene, including promoter-
proximal primer pair position for qChIP. (B) Schematic representation of the RFD1 gene, including promoter-proximal primer pair position for qChIP. (C-D) qChIP in
mutants and their respective wild type ecotypes using promoter-proximal primer pairs for the elongating form of RNAPII (Ser2P). qChIP in mutants and their
respective wild type ecotypes using promoter-proximal primer pairs for histone 3 (H3) modifications are shown (E-L). Data are normalized to H3 and show: (E, F)
H3K36me2/H3, (G, H) H3 pan-acetylation (H3ac/H3), (I, J) H3K4me3/H3, and (K, L) H3K36me3/H3. Note: For comparisons between wild type (WS) and qua1-1,
qChIP values were normalized to reference gene ACT2 (See methods for more details). Error bars represent standard error of the mean resulting from at least three
independent replicates. For statistical tests, a single asterisk denotes p<0.05, two asterisks denote p<0.01, three asterisks denote p<0.001 between samples by Student’s
t-test.
https://doi.org/10.1371/journal.pgen.1007969.g003
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To test the roles of additional RNAPII elongation factors in repression, we assayed genetic
interactions between qua1-1 and mutations in the Arabidopsis PAF-I (Polymerase-Associated
Factor I) subunit VIP6 [56] and the Elongator subunit ELO3 [57]. To examine the role of
H3K36me2, we tested the interaction between qua1-1 and a mutation in the H3K36 methyl-
transferase SDG8/ASHH2 [58, 59]. Interestingly, unlike spt16-1, we find no evidence for sup-
pression of qua1-1 in these mutants (S4B Fig). Genetic linkage between QUA1 and SSRP1
precluded the inclusion of ssrp1-2 in this assay (S4C Fig). All in all, these data argue for a key
contribution of FACT during RNAPII elongation to trigger the qua1-1 phenotype.
If phenotypic suppression of qua1-1 through fact mutants was mechanistically linked to gene
repression through the act of upstream interfering transcription, we would predict transcrip-
tional changes. To examine the pattern of QUA1 transcripts, we performed northern blotting in
single and double mutants. While the transcript pattern in spt16-1 and ssrp1-2 is not clearly dis-
tinguishable from wild type controls, we observe new transcript patterns in spt16-1 qua1-1 and
ssrp1-2 qua1-1 double mutants compared to qua1-1 (Fig 4C). Importantly, variants of the high-
molecular weight interfering transcripts remain detectable in fact qua1-1 double mutants, sug-
gesting that upstream interfering transcription can still be initiated. The interfering transcript in
fact qua1-1 double mutants appears to have a more broad size distribution than in qua1-1,
which is revealed most clearly by a reduced size of the main interfering transcript isoform in
ssrp1-2 qua1-1. While we find no evidence for the QUA1 mRNA in qua1-1, we detect
Fig 4. The Arabidopsis FACT complex is required for downstream gene repression through the act of RNAPII transcription. (A) Ruthenium red
staining of wild type (WS), qua1-1, spt16-1, ssrp1-2, and double mutants qua1-1/spt16-1 and qua1-1/ssrp1-2. All scale bars represent 2 mm. (B)
Quantification of hypocotyl length (mm) for 7 days, dark-grown wild type (WS), (n = 30), qua1-1 (n = 30), spt16-1 (n = 30), ssrp1-2 (n = 30), and double
mutants qua1-1/spt16-1 (n = 30) and qua1-1/ssrp1-2 (n = 30). Three asterisks denote p<0.001 between qua1-1 and all other samples by Student’s t-test. (C)
Analysis of QUA1 transcripts in wild type (WS), qua1-1, ssrp1-2, and the qua1-1/ssrp1-2 double mutant as well as in spt16-1 and the qua1-1/spt16-1 double
mutant by northern blotting. EtBr staining of ribosomal RNA is used as a control to assess relative equal loading and RNA quality. (D) Schematic
representation of the qua1-1 locus with T-DNA insertion (p35s: green, bialaphos resistance gene: blue, terminator: yellow, left border: magenta, polylinker:
cyan) including the positions of TSSs mapped by 5’RACE in wild type (WS), qua1-1, and the qua1-1/ssrp1-2 double mutant. TSS (-35 bp) represents the
canonical transcription start site of QUA1 in wild type. TSS2 (-1824 bp) represents the upstream TSS originating from p35s in the T-DNA insertion, shared
by qua1-1 and qua1-1/ssrp1-2 double mutant. TSS1 (-903 bp) represents the new TSS in qua1-1/ssrp1-2. TSS1 results in a novel spliced QUA1 mRNA
transcript with a short 5’UTR extension (182 nt) that corresponds to a functional QUA1 isoform.
https://doi.org/10.1371/journal.pgen.1007969.g004
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hybridization signal in fact qua1-1 double mutants overlapping the expected size of the QUA1
mRNA transcript. These data suggested one or more 5’-truncated transcripts initiating from
cryptic TSSs in fact qua1-1 double mutants that could restore functional QUA1 expression.
To resolve such transcripts, we performed 5’ Rapid Amplification of cDNA Ends (5’RACE)
in the ssrp1-2 qua1-1 double mutant compared to qua1-1. Even though there appear to be dif-
ferences in the main interfering transcript size in qua1-1 compared to ssrp1-2 qua1-1 (Fig 4C),
our 5’RACE identifies a common TSS (TSS2) in these genotypes (Fig 4D). Importantly, we
identified a novel TSS (TSS1) in ssrp1-2 qua1-1 (Fig 4D). While TSS1 does not match the exact
wild type QUA1 mRNA in ssrp1-2 qua1-1, usage of TSS1 results in a short (182 nt) 5’-extension
of the QUA1 mRNA. It remains possible that the wild type QUA1 TSS may also be used in
ssrp1-2 qua1-1 but was not captured by our 5’RACE experiments. Phenotypic suppression
indicates that functional QUA1 mRNAs are produced from cryptic TSSs, such as TSS1, that
are accessible in fact mutants despite interfering transcription across the QUA1 promoter
region. Overall, our results support the conclusion that the activity of the FACT complex as
part of RNAPII elongation suppresses TSSs inside of transcription units.
Arabidopsis FACT restricts the activity of intragenic transcription start
sites
To test if FACT suppresses endogenous intragenic TSSs, we measured Arabidopsis TSSs by 5’-
CAP-sequencing (TSS-seq) [60]. We obtained on average 47 million raw reads for two biologi-
cal repeats of wild type, spt16-1, and ssrp1-2 (S1 Table). We identified 96232 TSS clusters and
annotated them by genomic location. Many TSS clusters (n = 30487, or 31.7%) mapped to
annotated gene promoters (Fig 5A; S5A Fig). The number of sequencing reads supporting TSS
clusters showed a high degree of correlation between biological repeats (S5B Fig). We exam-
ined the overlap of our TSS clusters with TSSs identified by CAGE (Cap Analysis Gene Expres-
sion) [48]. 76.7% of TSS clusters in annotated gene promoters overlap with at least one
previously reported CAGE peak (S5C Fig and S2 Table), indicating very good overlap across
techniques and samples. Alternative mRNA isoforms of AT4G08390 are differentially targeted
to mitochondria or chloroplast [61]. Our data resolve TSSs corresponding to these isoforms
(S5D Fig). Interestingly, our TSS-seq data reveals 17.4-fold more TSSs in exons (n = 43414, or
45.1%) than in introns (n = 2460, or 2.5%) (Fig 5A and S3 Table). The Arabidopsis genome
contains 2.6-fold more exonic bases (51.6 Mb) than intronic bases (19.7 Mb), offering a partial
explanation for the biased location of intragenic TSSs in exons. In conclusion, these data illus-
trate high reproducibility of our TSS-seq methodology, and its abilities to validate TSSs as well
as to reveal novel TSSs.
To test the role of FACT in regulating TSSs in Arabidopsis, we divided the TSSs into three
groups (S4 Table): i) basal TSSs detected in both wild type and fact mutants (n = 77738, or
80.8%); ii) wild-type specific TSSs (n = 1023, or 1.06%); and iii) TSSs specifically detected in
fact mutants (i.e. fact-specific TSSs; n = 17471, or 18.1%, S3 Table). The 17-fold increase of
fact-specific TSSs over the wild-type specific TSSs suggests that the FACT complex largely
represses TSSs. We frequently find fact-specific TSSs in intragenic locations (Fig 5A). How-
ever, TSSs induced in fact mutants have a lower TSS-seq count compared to the basal TSS set
indicating lower expression of transcripts derived by fact-specific TSSs (Fig 5B and 5C). The
large majority of fact-specific TSSs (9281 out of 11555, or 80.3%) were detected in both fact
mutants (Fig 5D). As much as 83.1% of fact-specific exonic TSSs do not overlap with a TSS
identified by CAGE (S5C Fig and S2 Table). The AT5G18500 gene illustrates the induction of
an intronic TSS in fact mutants (Fig 5E). The AT4G15260 UDP-glycosyltransferase gene
reveals preferential usage of a downstream intragenic TSS in fact mutants that is normally
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regulated in response to light signaling (Fig 5F) [49], suggesting that the promoter for the
shorter transcript isoform is suppressed in a FACT-dependent manner from upstream RNA-
PII transcription. We next quantified TSS-seq peaks at canonical promoters for genes with or
without fact-specific TSSs and compared their expression in wild type and ssrp1-2. These anal-
yses reveal that expression of the isoforms initiating at the canonical promoter TSSs for genes
with fact-specific TSSs show no significant genome-wide decrease in ssrp1-2 (Fig 5G). These
Fig 5. FACT represses intragenic TSSs across the Arabidopsis genome. (A) Genomic annotations of the basal set (upper, n = 77738) and the fact-specific
set of TSSs (lower, n = 17471). (B, C) Distribution of log2-transformed expression values within each annotation category of the basal set (B) and the fact-
specific set of TSS (C). (D) Venn diagrams visualizing the overlap of exonic, intronic and antisense fact-specific TSSs in spt16-1 and ssrp1-2. (E) Genome
browser screenshot of TSS-seq data showing an intronic fact-specific intragenic TSS observed in the AT5G18500 gene. AT5G18500 gene architecture is
given below, the fact-specific TSSs and the promoter TSSs are indicated by black arrows (top) (F) Genome browser screenshot of TSS-seq data showing a
fact-specific TSS for the AT4G15260 gene. AT4G15260 gene architecture is given below, the intragenic TSSs with increased TSS-seq signal in fact mutants
and the promoter TSSs are indicated by black arrows (top) (G) Quantification of gene promoter expression (ssrp1-2/wild-type) between genes with and
without fact-specific TSSs. Analyses are based on TSS-seq data.
https://doi.org/10.1371/journal.pgen.1007969.g005
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data indicate that initiation from intragenic fact-specific TSSs does not necessarily result from
reduced transcription initiating from upstream promoters, arguing against a promoter compe-
tition model. Overall, our TSS-seq data reveal thousands of intragenic regions that can func-
tion as TSSs depending on FACT activity. These results support a role of FACT as part of
POINS in Arabidopsis, with a key function in suppressing intragenic TSSs.
Chromatin-state analyses of intragenic regions that function as TSSs in fact
mutants
Common DNA sequences or chromatin signatures may predispose intragenic regions to func-
tion as fact-specific TSSs. We tested differential DNA-motif enrichment in exonic fact-specific
TSSs compared to basal exonic TSSs. However, we detect no differentially enriched sequence
motif or position bias within exons (S5E Fig). To test if exonic TSSs may be characterized by
promoter-like chromatin architecture, we re-analyzed available Arabidopsis ChIP-seq data of
chromatin signatures in wild type [62–66]. We compared chromatin signatures centered on
five sets of genomic locations: fact-specific exonic TSS positions, exonic control regions with-
out TSSs in the same set of genes that have fact-specific exonic TSSs, basal exonic TSSs, exonic
control regions without TSSs in the same set of genes that have basal exonic TSSs, and TSSs at
gene promoters. Box plots capturing the median sequencing signal in 20 bp intervals around
the positions are given to present data variability and associated statistical tests between the
five genomic sets (Fig 6, S7 Fig). Metagene plots of the mean sequencing signal in a 400 bp
interval centered on the positions are given with standard errors to visualize the dynamics of
the chromatin signatures around the positions (S6 and S7 Figs). Arabidopsis promoter-chro-
matin signatures clearly distinguish TSSs identified in gene bodies from TSSs at gene promot-
ers (Fig 6), which is well-illustrated through the shape of accumulated signal in the metagene
plots (S6 Fig). Promoter TSSs show low nucleosome signal assayed by MNase-seq compared to
intragenic TSSs and control regions (Fig 6A, S6A Fig). fact-specific exonic TSSs show the high-
est MNase-seq signal compared to basal exonic TSSs and control regions. These data argue
against promoter-like, low nucleosome density at fact-specific exonic TSSs in the repressed
state. Moreover, the set of basal exonic TSSs is often enriched for promoter chromatin-signa-
tures compared to fact-specific TSSs (Fig 6B–6F, S6B–S6F Fig). These data argue against the
idea that exonic regions we identify as fact-specific TSSs show the chromatin architecture of
promoter TSSs in wild type.
Of all ChIP-seq experiments assaying histone modifications that we analyzed, histone 3
lysine 4 mono-methylation (H3K4me1), associated with RNAPII elongation, represents the
only post-translational histone modification that is enriched at fact-specific TSSs compared to
control regions and basal exonic TSSs (Fig 6G p = 1.8e-09, S6G Fig, S7 Fig). The levels of
H3K36me2, an alternative Arabidopsis RNAPII elongation signature, between basal TSSs and
fact-specific TSSs are indistinguishable (Fig 6H). These data argue for a differential effect of
Arabidopsis elongation-specific chromatin signatures, consistent with distinct contributions of
the FACT complex among RNAPII elongation factors suggested by the genetics (S4 Fig). To
test if the detected increase of H3K4me1 at fact-specific TSSs could be explained by a bias in
the particular ChIP-seq data [63], we analyzed ChIP-seq data generated by an independent
study that also assayed all three methylation states of H3K4 [67]. Consistently, the data for
H3K4 di-and tri-methylation resulted in overall similar profiles (Fig 6E and 6F, S6E and S6F
Fig, S7A and S7B Fig). Importantly, the increase of H3K4 mono-methylation at exonic fact-
specific TSSs could be confirmed (S7C Fig p = 2.4e-08). The combination of H3K4me1 and
H3K27ac chromatin signatures characterizes enhancers in many systems. However, even
though fact-specific TSSs appear enriched in H3K4me1, these sites are reduced in H3K27ac
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Fig 6. H3K4me1 is enriched at FACT-repressed TSS positions. Boxplots show the distribution of median ChIP-seq, GRO-seq and MNase-seq signals
within 20 bp windows centered at the following positions: i) Promoter TSS (green); ii) Control exonic positions in genes with basal exonic TSS (purple); iii)
Control exonic position in genes with fact-specific TSS (blue); iv) Basal exonic TSS (salmon); v) fact-specific exonic TSS (olive). The notch denotes the
median value, hinges denote quartiles and whiskers show the spread of non-outlier values (found within 1.5�IQR from the respective quartile). The p-values
were calculated by Wilcoxon test. The following datasets were included: (A) MNase-seq; (B) H3K27ac; (C, D) H3K9ac and H3K36me3; (E, F, G) H3K4me3,
H3K4me2 and H3K4me1; (H) H3K36me2; (I) RNAPII ChIP-seq; (J) GRO-seq.
https://doi.org/10.1371/journal.pgen.1007969.g006
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compared to basal exonic TSSs (Fig 6B, p = 2.4e-12). Our analyses offer no evidence to support
the idea that locations of fact-specific TSSs may represent intragenic enhancers. In summary,
these analyses suggest that exonic fact-specific TSSs carry chromatin signatures of RNAPII
elongation that are enriched for H3K4me1.
While the FACT complex directly interacts with residues in H3/H4 [68–70], it interacts
more strongly with H2A/H2B dimers and is considered a H2A/H2B chaperone in many
organisms, including Arabidopsis [71, 72]. To test if chromatin signatures based on H2A/H2B
may participate in predisposing exonic sites as TSSs in fact mutants, we analyzed wild-type
ChIP-seq data for H2A, ubiquitinylation at H2A lysine 121 (H2AUb), H2B, mono-ubiquitiny-
lation of H2B lysine 120 (H2BUb) and the H2A variant H2A.Z [73–76]. H2A.Z and H2Aub
match the profiles of chromatin signatures of promoter TSSs, whereas we detect the strongest
H2A signal in exons (S7D–S7F Fig). However, H2A.Z levels at fact-specific TSSs are indistin-
guishable from those at basal exonic TSSs, arguing against a role of H2A.Z in specifying fact-
specific TSSs. We note that basal exonic TSSs are enriched for H2AUb compared to fact-spe-
cific TSSs and control regions, consistent with elevated H3-based promoter TSSs chromatin
signatures. The profile of H2B ChIP-seq data matches those of promoter TSSs-associated chro-
matin signatures, whereas H2BUb is enriched in exons, consistent with previously suggested
roles in RNAPII elongation (S7G and S7H Fig). Quantification of ChIP-seq signal identified
no statistically significant changes between fact-specific exonic TSSs and basal exonic TSSs.
Perhaps surprisingly, given the preferential activity of FACT as an H2A/H2B chaperone, our
analyses found no evidence for H2A or H2B-based chromatin signatures distinguishing fact-
specific TSSs that may mark these locations in concert with H3K4me1.
To test if fact-specific intragenic TSSs present in exons enriched for H3K4me1 may be a
consequence of high RNAPII transcription, we assessed RNAPII occupancy using RNAPII
ChIP-seq data [64]. To assay transcriptionally active populations of RNAPII we analyzed
Global Run-On sequencing data (GRO-seq) [77]. We used GRO-seq data generated in nrpd1/
nrpe1 double mutants to ensure the GRO-seq signal is specific to RNAPII, as previously
described [77]. Interestingly, exonic regions identified as TSSs accumulate more RNAPII com-
pared to exonic control regions in the same gene sets (Fig 6I, S6I Fig), and this fraction of
RNAPII is transcriptionally active (Fig 6J, S6J Fig). Basal exonic TSSs correspond to more
highly transcribed regions than fact-specific exonic TSSs (Fig 6I and 6J), arguing against the
idea that fact-specific TSSs represent regions with particularly high RNAPII activity. In conclu-
sion, our chromatin-state analyses focused on exonic TSSs suppressed by FACT are consistent
with a co-transcriptional mechanism that may be linked to the H3K4me1 chromatin
signature.
FACT-mediated repression of intragenic TSSs is associated with H3K4
methylation state dynamics
Our above analyses of available ChIP-seq datasets suggest that at least part of the specification
mechanism that distinguishes exonic regions to function as TSSs in fact mutants from basal
exonic TSSs may involve relatively high starting levels of H3K4me1. As the chromatin signatures
of the QUA1 and RFD1 promoter region in their respective qua1-1 and rfd1-1 mutants were not
assayed by the wild type ChIP-seq data, we tested if these promoter regions also showed high
H3K4me1 in qua1-1 and rfd1-1 read-through mutants. Indeed, we detected increased H3K4me1
in the mutants compared to their respective wild type controls (Fig 7A–7D). These results are
consistent with FACT-dependent repression of TSSs around the promoter regions of the RFD1
and QUA1 genes when these promoter regions acquire RNAPII elongation signatures such as
H3K4me1 by read-through transcription in qua1-1 and rfd1-1 mutants.
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To test if the repression of gene promoter TSSs by RNAPII elongation shares molecular sig-
natures of TSS repression within gene bodies, we performed targeted qChIP analyses at
selected fact-specific intragenic TSSs comparing wild type and the ssrp1-2 mutant. To identify
endogenous genes for qChIP analysis, we selected strongly induced intragenic fact-specific
TSSs. We next performed RNA-seq in wild type and ssrp1-2 to refine our selection based on a
visual increase of RNA-seq reads in exons downstream of fact-specific TSSs in the ssrp1-2 sam-
ple. The increased RNA-seq signal downstream of fact-specific TSSs implies that these TSSs
generate bona fide alternative transcripts. We selected four genes with intragenic fact-specific
TSSs (AT5G18500, AT4G15260, AT3G56210, and AT5G51200) and two control loci for basal
exonic TSSs (AT5G13630 and AT1G06680) (Fig 7E and 7F and S8A–S8D Fig). We measured
H3K4me1 and H3K4me3 levels by qChIP in wild type and ssrp1-2 at promoter TSSs and intra-
genic TSSs for the four genes with intragenic fact-specific TSSs and at the two basal exonic
TSSs. We present these data normalized to H3 signal at these positions to account for potential
changes in H3 levels. Importantly, triggering intragenic TSSs in ssrp1-2 corresponded to a
Fig 7. Activation of intragenic TSSs in fact mutant accompanies a shift from H3K4me1 to H3K4me3. (A) Schematic representation of the QUA1 gene,
including primer pair positions for qChIP. (B) qChIP in wild type (WS) and qua1-1 using the QUA1 promoter-proximal primer pair 1 (See panel A). Note: For
comparisons between wild type WS and qua1-1, qChIP values were normalized to reference gene ACT2 (See methods for more details). (C) Schematic
representation of the RFD1 gene, including primer pair positions for qChIP. (D) qChIP for H3K4me1 in wild type (Col-0) and rfd1-1 using RFD1 promoter-
proximal primer pair 1 (See panel C). Screenshot of RNA-seq and TSS-seq data from wild type and ssrp1-2 depicting novel intragenic transcripts emerging
from fact-specific TSSs (red arrows) at the (E) AT5G18500 and (F) AT4G15260 genes. qChIP for H3K4me1 levels at (G) the canonical AT5G18500 promoter
(PP1) and fact-specific TSS (PP2) as well as at (H) the canonical AT4G15260 promoter (PP3) and fact-specific TSS (PP4) in wild type and ssrp1-2. qChIP for
H3K4me3 levels at (I) the canonical AT5G18500 promoter (PP1) and fact-specific TSS (PP2) as well as at (J) the canonical AT4G15260 promoter (PP3) and
fact-specific TSS (PP4) in wild type and ssrp1-2. Error bars represent standard error of means resulting from at least three independent replicates. For statistical
tests, a single asterisk denotes p<0.05 between samples by Student’s t-test.
https://doi.org/10.1371/journal.pgen.1007969.g007
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significant decrease in H3K4me1 at the four fact-specific TSSs (Fig 7G and 7H, S8E and S8F
Fig), whereas we could detect no difference at the basal exonic TSSs (S8G and S8H Fig). Con-
versely, H3K4me3 levels increase at all four fact-specific TSSs in ssrp1-2 mutants (Fig 7I and
7J, S8I and S8J Fig), whereas we could not detect any change at the basal exonic TSSs (S8K and
S8L Fig). We note that the levels of these marks at the corresponding gene promoter TSSs are
not significantly changed (Fig 7G and 7J, S8 Fig), offering chromatin-based support that the
overall expression of the gene isoforms starting at the promoter TSSs are largely unaffected by
this mechanism. These findings are consistent with our genome-wide TSS-seq analyses of pro-
moter TSS strength for genes with and without fact-specific TSSs (Fig 5G). In conclusion, our
qChIP analyses of H3K4 mono- and tri-methylation states suggest dynamic changes when
FACT activity is compromised: fact-specific intragenic TSSs acquire H3K4me3 chromatin sig-
natures of active promoters that are correlated with a reduction of H3K4me1.
Given the function of FACT as a histone chaperone, it seems plausible that a reduction in
nucleosome density in fact mutants may facilitate the establishment of fact-specific TSSs.
While we detected a trend of reduced bulk H3 levels at fact-specific TSSs in the ssrp1-2 mutant,
these changes were statistically significant at only three of six intragenic loci tested (S9 Fig).
These data suggest that reduced nucleosome density in ssrp1-2 may aid the formation of fact-
specific exonic TSSs, yet does not offer a satisfactory explanation for this phenomenon. We
examined possible changes in the presence of other histone modifications by qChIP: two active
promoter marks (H3K36me3 and H3K27ac) and an elongation mark (H3K36me2). We
observed a general trend, although not always statistically significant, towards increased
H3K36me3 and H3K27ac at fact-specific TSSs in ssrp1-2, while H3K36me2 was generally
reduced (S10–S12 Figs). Importantly, we did not detect significant changes in the levels of any
of the histone modifications tested at the control basal TSS positions in ssrp1-2 (S8–S12 Figs).
Collectively, our qChIP analyses suggest that FACT represses intragenic TSSs co-transcrip-
tionally by regulating chromatin changes that favor a balance of relatively high intragenic
H3K4me1 levels and low levels of chromatin signatures found at promoter TSSs, such as
H3K4me3.
All in all, our data support that FACT is required for the repression of intragenic TSSs in
plants. Read-through transcription blurs transcript boundaries that may re-define gene pro-
moters as intragenic, which reconciles the genetic requirement of FACT for promoter TSS
repression by read-through transcription. Repression of promoter TSSs coincides with a loss
of initiation-specific RNAPII hallmarks and a gain of elongation-specific signatures. Similarly,
the FACT complex represses initiation of transcription from several thousand intragenic fact-
specific TSSs. We could not fully resolve what molecularly distinguishes intragenic sites that
function as fact-specific TSSs from surrounding locations, but fact-specific intragenic TSSs
show relatively high levels of H3K4me1 in the repressed state. We condensed our results char-
acterizing the chromatin dynamics accompanying the transition from FACT-repressed intra-
genic TSSs to active TSSs in a cartoon summarizing our findings (Fig 8). In conclusion, we
uncover a co-transcriptional chromatin-based mechanism shaping gene regulation and tran-
script isoform diversity by regulating TSS selection in plants.
Discussion
TSSs shape RNA isoform expression, but little is known about the mechanisms regulating TSS
choice within transcription units. RNAPII transcription across gene promoters has the poten-
tial to re-define gene promoters as “intragenic” and repress them by mechanisms inhibiting
initiation from within transcription units. We leveraged Arabidopsis T-DNA read-through
mutants to identify a role of the conserved FACT histone chaperone complex in the repression
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of intragenic TSSs in a multicellular organism. Consistently, we identify a large number of
intragenic TSSs repressed by FACT, particularly from exonic regions enriched for the chroma-
tin signature H3K4me1.
Three activities of the FACT complex that may explain a key role in repressing intragenic
TSSs across species are: 1.) stimulation of RNAPII elongation, 2.) histone re-assembly in the
wake of RNAPII transcription to avoid gaps in nucleosome density, and 3.) recycling of old
histones to maintain chromatin-based signals of POINS.
First, FACT stimulates RNAPII transcription of DNA templates packaged in nucleosome
structures [30]. Structural analyses suggest that the FACT complex directly binds nucleosomes
on several contacts of histone proteins, stabilizing otherwise energetically unfavorable nucleo-
some conformations that weaken nucleosome binding to DNA [78]. Stabilization of partly
unfolded nucleosome intermediates facilitates RNAPII progression through nucleosome barri-
ers. The ability to stabilize nucleosomes may distinguish FACT from other RNAPII elongation
factors that did not score as hits in our assay, such as PAF-I or Elongator (S4 Fig). Defective
FACT may result in “transcription stress” through stalled or arrested RNAPII molecules in
transcription units that may trigger proteolytic degradation of stalled RNAPII [79]. Associated
chromatin changes may facilitate the initiation of RNAPII transcription that could help to
explain elevated TSSs in fact mutants [80, 81]. The relatively high H3K4me1 levels at fact-spe-
cific TSSs in wild type may indicate sites reliant on efficient RNAPII elongation. Consistently,
we detect increased RNAPII ChIP-seq and GRO-seq signals at fact-specific TSSs compared to
control regions in the same gene sets (Fig 6I and 6J). Consequently, defective elongation may
contribute to preferential RNAPII initiation from within transcription units at these sites.
Fig 8. Cartoon summarizing FACT-dependent chromatin repression of intragenic TSSs in Arabidopsis. (A) In
wild type Arabidopsis, RNAPII initiates transcription from canonical promoters of genes containing fact-specific TSS.
Specific histone signatures such as H3K4me3 (blue tri-hexagon) are associated with TSSs at promoters, while RNAPII
CTD Ser2 phosphorylation (green circle) and H3K4me1 (blue hexagon) are associated with RNAPII elongation zones.
Repressed intragenic fact-specific TSSs are enriched for H3K4me1 in their repressed state. (B) fact-specific TSSs
initiate transcription (red arrow) in fact mutants. Only a subset of intragenic sites marked with H3K4me1 represents
fact-specific TSSs, indicated by a H3K4me1-marked nucleosome at a position without evidence for transcriptional
initiation in fact mutants. Activation of fact-specific intragenic TSSs correlates with reduced H3K4me1 level and an
increase of the H3K4me3 promoter signature.
https://doi.org/10.1371/journal.pgen.1007969.g008
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Second, FACT aids the re-assembly of nucleosomes from cellular histone pools in the wake
of transcribing RNAPII to prevent gaps in nucleosome coverage [30, 82]. Consistently,
reduced nucleosome density within transcription units has been reported in human and yeast
fact mutants [40, 83]. Nucleosome Depleted Regions (NDRs) are associated with active pro-
moter TSSs, and the establishment of intragenic NDRs may trigger the initiation of RNAPII
transcription [28, 40, 84]. Relatively high MNase-seq signal at fact-specific TSSs compared to
basal TSSs and control regions provides some evidence for nucleosomes blocking access to
fact-specific TSSs (Fig 6A). FACT activity may be needed for TSS repression as nucleosome
positioning at fact-specific TSSs may be sensitive to FACT histone re-assembly activity. Our
locus-specific H3-qChIP analyses provide some support for this idea, as we detect a trend
towards reduced H3 levels in ssrp1-2 mutants at fact-specific TSSs. However, the reduction of
H3 is statistically significant at only two out of four fact-specific TSSs (S9 Fig). Intragenic
NDRs resulting from reduced FACT histone re-assembly activity may contribute to the
increase of transcriptional initiation from fact-specific TSSs.
Third, the propensity of FACT to re-deposit histones back into their previous locations in
the wake of RNAPII transcription represents an intuitive mechanism to maintain the co-tran-
scriptional positional information provided by chromatin signatures [85]. The gradient of
H3K4me at yeast genes from H3K4me3 at the beginning of genes towards H3K4me1 at the
ends supports a role of differential methylation at H3K4 as a positional signal [18]. Old his-
tones accumulate towards the H3K4me3-rich 5’ ends of yeast genes, so conceivably FACT may
contribute to the co-transcriptional maintenance of this pattern [86]. Consistently, defective
FACT disrupts POINS as is evidenced by the incorporation of the promoter-enriched histone
variant H2A.Z within transcription units in yeast fact mutants [87]. Our analyses of H2A.Z
ChIP-seq data found no evidence for high H2A.Z levels at fact-specific TSSs in wild type (S7
Fig). However, promoter TSSs chromatin signatures, such as H2A.Z, may accumulate at these
sites in fact mutants. We find support for this idea in our qChIP analyses focused on other
known active promoter chromatin signatures, such H3K4me3 (Fig 7), and to a lesser extent
also H3K36me3 and H3K27ac (S11 and S12 Figs). Future studies will be required to dissect the
contributions of defects in RNAPII elongation, nucleosome re-positioning, and POINS estab-
lishment in the up-regulation of intragenic TSSs observed in fact mutants.
In yeast, histone deacetylases associate with elongation-specific H3K36me3 and elongating
RNAPII to repress the activity of intragenic TSSs [24, 25]. A reduction of histone acetylation
in promoter regions in qua1-1 and rfd1-1 read-through mutants supports this observation in
plants (Fig 3). Several histone deacetylases (HDACs) associate with RNAPII elongation com-
plexes in Arabidopsis [42]. However, the plant HDAC complexes participating in the suppres-
sion of intragenic TSSs are yet to be identified. Our chromatin state analyses in qua1-1 and
rfd1-1 support H3K36me2 as a chromatin signature of RNAPII elongation (Figs 3 and 6).
Curiously, we find no evidence for a role of the Arabidopsis H3K36 methyltransferase SDG8/
ASHH2 in gene repression through the act of RNAPII transcription (S4 Fig). One of the 47
alternative SET-Domain Genes (SDGs) might contribute to the repression of intragenic TSSs
[88]. Alternatively, since FACT-repressed intragenic TSSs are not specifically enriched for
H3K36me2 compared to basal exonic TSSs and control regions in wild-type plants (Fig 6H, S6
Fig), TSS repression by the act of RNAPII elongation in plants may be less dependent on
H3K36 methylation-based signals. Instead, our screen for chromatin signatures characterizing
intragenic regions poised to function as TSSs in fact mutants identifies H3K4me1 as the stron-
gest candidate histone variant or post-translational histone modifications enriched at these
sites. Signals of H3K4me1 at fact-specific TSSs show an inverse relationship with increasing
H3K4me3 levels when RNAPII initiates transcription from fact-specific intragenic TSSs (Fig
7). Perhaps, FACT is involved in recycling old H3K4me1-containing nucleosomes, since we
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detect reduced H3K4me1 at these sites in fact mutants. Newly incorporated nucleosomes
might be more poised to accumulate H3K4me3 at these positions in fact mutants when tran-
scription initiation is triggered from these sites (Fig 8). Alternatively, FACT-linked H3K4me3
demethylase- and/or H3K4me1 methyltransferase activities would be consistent with our
results. However, the exact molecular mechanism of chromatin-based repression of intragenic
TSSs in plants remains an area for future experimental focus.
The combination of H3K4me1, H3K27ac, and low levels of bidirectional transcription are
classically associated with enhancer regions [89], however it is unclear if these features directly
contribute to enhancer function [90]. Our analysis of H3K27ac ChIP-seq data showed reduced
H3K27ac signals at fact-specific TSSs compared to basal TSSs (Fig 6B). We therefore disfavor
the hypothesis that fact-specific intragenic TSSs are decorated with the combinatorial chroma-
tin signatures characterizing enhancers. Intragenic H3K4me1 in Arabidopsis correlates with
RNAPII elongation and counteracts H3K9me2-mediated gene repression [63]. While initia-
tion of transcription from fact-specific TSSs can result in poly-adenylated RNA (Fig 7E and
7F), the overall expression is reduced compared to basal TSSs (Fig 5B and 5C). Selective RNA
degradation shown for cryptic transcripts may offer a partial explanation [2]. Overall, some
regions identified as fact-specific intragenic TSSs might bear similarity to mammalian “primed
enhancers” that are poised for activation when new gene expression programs are imple-
mented [91].
FACT activity is targeted by cancer therapeutics [92], yet the regulation of FACT activity in
Arabidopsis is largely unexplored. We identified intragenic fact-specific TSSs using knock-
down alleles, suggesting that relatively mild modulation of FACT activity elicits profound
effects on intragenic initiation in Arabidopsis. Arabidopsis spt16-1 and ssrp1-2 mutants display
similar phenotypic defects, indicating that regulation of intragenic TSSs may shape plant gene
expression programs underlying environmental responses and development [44, 46]. A prime
example may turn out to be plant light signaling that relies on alternative TSS choices [49], as
we observed for the AT4G15260 gene. Furthermore, recent examples of gene regulation by the
act of interfering lncRNA transcription in yeast and human emphasize a key role for FACT [7,
37, 38]. While such examples remain to be characterized in plants, we demonstrate that the
underlying mechanism of repressive RNAPII transcription is operational. Our study illustrates
striking similarities between the repression of promoter TSSs by interfering read-through tran-
scription and the repression of intragenic TSSs. These similarities can be reconciled by the
repressive effects of RNAPII elongation on TSSs. While the underlying mechanism bears some
overlap with classical studies in budding yeast, there appear to be important differences at the
level of RNAPII elongation-associated chromatin signatures, highlighting functional differ-
ences between species.
Our study offers a platform to query the regulatory roles of intragenic TSSs in plants. We
advance the molecular mechanism limiting intragenic TSSs by FACT. We map thousands of
intragenic sites that initiate transcription when FACT function is compromised. Our data sug-
gests that relatively high levels of H3K4me1 contribute to chromatin-based specification of
these sites. Our insights into repressive RNAPII transcription promise to inform the character-
ization of gene regulation through the act of pervasive transcription throughout eukaryotic
genomes.
Methods
Plant growth
All Arabidopsis thaliana lines used in this study are listed in the S5 Table. Arabidopsis thaliana
and Nicotiana benthamiana plants were grown in greenhouses or climate chambers with a 16h
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light/8h dark cycle at 22˚C for general growth and seed harvesting. For seedlings grown on
plates, sterilized seeds were grown on 1/2 Murashige and Skoog (MS) medium containing 1%
sucrose and supplemented with 1% Microagar.
Growth of rfd1-1 mutant plants
For analysis of the homozygous rfd1-1 phenotype, seeds were sown in 96 well trays stratified
for 2–3 days at 4˚C. Plants for F2 analysis were grown in high light conditions (>100 μE).
White seedlings were counted 10 days later. To propagate rfd1-1 homozygotes, heterozygous
rfd1-1 seeds were sterilized and sown on MS plates with phosphinothricin selection, covered
in foil, and stratified for 2 days at 4˚C. Seeds were light induced for 6–8 h in a growth chamber
with light strength of 80–100 μE. Plates were covered in foil for 3 days, the plates were
unwrapped and grown in low light (<50 μE) for 3–4 weeks before transferring to soil. To iso-
late RNA, rfd1-1 homozygote seeds and corresponding wild type controls were sterilized and
sown on MS plates as described above and grown in low light for two weeks. In order to collect
enough material for ChIP, heterozygous rfd1-1 seeds were sterilized and sown on MS plates
with phosphinothricin selection as described above and grown in low light for two weeks. Col-
0 wild type controls were treated the same way, but without selection.
Ruthenium red staining
Seeds were sown in 96-well plates containing 70 μl ddH2O. To synchronize germination, seeds
were stratified at 4˚C for 2–3 days. Germination of seeds was induced by light for 8–10 hours.
The plates were wrapped in aluminium foil for 4 days. Etiolated seedlings were stained with
0.05% ruthenium red solution for 2 minutes. Seedlings were washed twice with ddH2O. Stain-
ing phenotype was recorded using a stereomicroscope.
Cloning and plant transformation
Marker gene constructs were generated using pGWB vectors [93]. TIpRFD1 was amplified from
rfd1-1 genomic DNA using primers MLO414/422. p35S was amplified from rfd1-1 genomic
DNA using primers MLO538/MLO416. TIpRFD1 and p35S were inserted into the pENTR-D-
Topo vector through topo reaction to generate entry vectors SMC358 (containing TIpRFD1)
and SMC379 (containing p35S). Entry vectors were used in a LR reaction with pGWB533
(containing GUS) and pGWB540 (containing eYFP) to generate expression vectors SMC371
(TIpRFD1-GUS), SMC367 (TIpRFD1-eYFP), SMC377 (p35S-GUS) and SMC373 (p35S-eYFP).
The expression vectors were transformed into Agrobacterium tumefaciens strain GV3850 by
electroporation under 2.5kV, 400O resistance and 25uF capacitance. Agrobacteria harboring
expression vectors were respectively co-infiltrated with the p19 suppressor of silencing into
Nicotiana benthamiana and Arabidopsis thaliana efr mutant leaves [94]. GUS and eYFP signal
was detected at 2 days after infiltration. Complementation constructs were generated using
SMC330, a version of pEG302 [95] enabling hygromycin selection following plant transforma-
tion. SMC330 was generated by replacing the Bialaphos resistance gene with the Hygromycin
resistance gene of pCambia1300. TIpQUA1:QUA1 and TIpRFD1:RFD1 were amplified from
genomic wild type DNA using primers MLO727/728 and MLO414/442, respectively. The
resulting PCR products were introduced into pENTR-D-Topo by topo cloning to generate
entry vectors (SMC409 for TIpQUA1:QUA1 and SMC356 for TIpRFD1:RFD1). The entry vectors
were used in a LR reaction with SMC330 to generate expression vector SMC410 (containing
TIpQUA1:QUA1-FLAG construct) and SMC380 (containing TIpRFD1:RFD1-FLAG construct).
The complementation constructs were then transformed into Agrobacterium tumefaciens
strain GV3101 (pMP90) by electroporation under 2.5kV, 400O resistance and 25μF
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capacitance. Agrobacterium-mediated transformation of Arabidopsis was performed as
described in [96]. Homozygous qua1-1 and heterozygous rfd1-1 Arabidopsis were used for
complementation. Seeds from transformed Arabidopsis were screened for T-DNA integration
by hygromycin resistance. Multiple independent single-locus insertions were identified by seg-
regation analysis and tested for complementation and protein expression. Phenotypic comple-
mentation was tested using progeny of lines homozygous for qua1-1 or rfd-1, and hemizygous
for the complementation constructs (Fig 2D and 2F).
β-glucuronidase (GUS) staining and fluorescence imaging
The GUS staining assay was performed as previously described [97]. X-Gluc (5-bromo-
4-chloro-3-indolyl glucuronide) substrate was vacuum infiltrated into A. thaliana and N.
benthamiana leaves. After staining, leaves were rinsed in 70% ethanol at room temperature
until the chlorophyll was washed off. eYFP fluorescence was quantified using a Biorad imager
Gel Doc.
Western blotting
Equal amounts of plant material were harvested from plant tissue. Proteins were extracted in
2.5x extraction buffer (150 mM Tris-HCl pH 6.8; 5% SDS; 25% Glycerol; 0.025% Bromophenol
blue; 0.1 mM DTT). Proteins were separated by SDS-PAGE using precast 4–15% Criterion
TGX stain-free protein gels (Biorad) and transferred to PVDF membrane using a semi-dry
Trans-blot Turbo transfer system (Biorad). Membranes were blocked (5% non-fat dried milk
in PBS) for 1 hour at room temperature. Anti-FLAG (Sigma F3165) was added overnight at
4˚C with rotation. Membranes were washed with PBS before incubation with the anti-mouse
HRP-conjugated secondary antibody (Dako P0161) for 1 hour at room temperature. Mem-
branes were washed in PBST. Chemiluminescent signals were detected using Super-Signal
West Pico Chemiluminescent (Thermo Fisher Scientific) according to manufacturer’s
instructions.
Quantitative chromatin immunoprecipitation (qChIP)
qChIP experiments were performed essentially as described in [98], with minor modifications.
For immunoprecipitations, Protein A magnetic beads (GenScript) and 2 μg of an antibody
(Anti-Histone H3, ab1791; Anti-RNA polymerase II CTD YSPTSPS phosphor S2, ab5095;
Anti-RNA polymerase II subunit B, AS11 1804; Anti-Histone H3 mono methyl K4, ab8895;
Anti-Histone H3 tri methyl K4, ab8580; Anti-Histone H3 tri methyl K36, ab9050; Anti-His-
tone H3 di methyl K36, ab9049; Anti-Histone H3 pan-acetyl, ab47915; Anti-Histone H3 lysine
27 acetylation, ab4729) were added to solubilized chromatin. Quantitative analysis was per-
formed on captured DNA by qPCR (Biorad). See S5 Table for oligonucleotide sequences.
ChIP enrichments were calculated as the ratio of product of interest from IP sample to the cor-
responding input sample (%IP). For qua1-1 and corresponding wild type (ecotype WS), %IP
results were further normalized to %IP for an internal reference gene (ACT2) to account for
different fixation conditions stemming from the qua1-1 cell wall defect. Error bars represent
standard error of the mean resulting from at least three independent replicates.
RNA extraction and analyses
RNA was isolated from 14 day old seedlings using Plant RNeasy Mini-Kits as per manufactur-
er’s instructions (Qiagen). For RT–qPCR experiments, first strand complementary DNA syn-
thesis was performed on Turbo DNase-treated (Ambion) RNA using oligo-dT primers and
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Superscript III (Invitrogen) as per manufacturer’s instructions. Negative controls lacking the
reverse transcriptase enzyme (-RT) were performed alongside all RT–qPCR experiments.
Quantitative analysis was performed by qPCR (Biorad). Data was normalized to an internal
reference gene (ACT2). Levels in mutants represent relative expression compared to corre-
sponding wild type. Northern analyses were performed as previously described with minor
modifications [99]. Briefly, 5 micrograms of total RNA were separated by electrophoresis on
agarose-formaldehyde-MOPS gels and transferred to a nylon transfer membrane by capillary
blotting in 10x SSC overnight. RNA was crosslinked to the nylon membrane by UV irradia-
tion. Membranes were probed with single stranded cDNA probes generated by incorporation
of radioactive α-32P-dTTP. A Typhoon phosphoimager (GE Healthcare Life Sciences) was
used for analysis. The general transcriptome sequence library (poly(A)-enriched) for RNA-seq
of 2-week old ssrp1-2 and wild type Arabidopsis seedlings were constructed using Illumina
TruSeq Sample Prep Kit v2 following the manufacturer’s protocol. Sequence library were mea-
sured on Agilent 2100 Bioanalyzer. The sequencing was performed on a HiSeq 4000 (Illumina)
platform for paired-end 100 (PE100) run. 5’RACE experiments were performed using the
SMARTer RACE 5’/3’ Kit (Takara, Japan) according to manufacturer’s instructions. See S5
Table for oligonucleotide sequences.
TSS-seq library construction
TSSs were mapped genome-wide in Arabidopsis using 5’-CAP-sequencing [60], with some
minor changes as previously described [100]. Briefly, 5 micrograms of DNase-treated total
RNA were treated with CIP (NEB) to remove all non-capped species in the sample. Next, 5’
caps were removed using Cap-Clip (CellScript) to permit ligation of single-stranded rP5_RND
adapter to 5’-ends of previously capped species with T4 RNA ligase 1 (NEB). Poly(A)-enriched
ligated RNAs were captured with oligo(dT) Dynabeads (Thermo Fisher Scientific) according
to manufacturer’s instructions and fragmented in fragmentation buffer (50 mM Tris acetate
pH 8.1, 100 mM KOAc, 30 mM MgOA) for 5 mins at 80˚C. First-strand cDNA was generated
using SuperScript III (Invitrogen) and random primers following manufacturer’s instructions.
Second-strand cDNA was generated using Phusion high-fidelity polymerase (NEB) and the
BioNotI-P5-PET oligo as per manufacturer’s instructions. Biotinylated PCR products were
captured by streptavidin-coupled Dynabeads (Thermo Fisher Scientific), end repaired with
End Repair Enzyme mix (NEB), A-tailed with Klenow fragment exo- (NEB), and ligated to
barcoded Illumina compatible adapter using T4 DNA ligase (NEB). Libraries were amplified
by PCR, size selected using AMPure XP beads (Beckman Coulter), pooled following quantifi-
cation by Bioanalyzer (Agilent), and sequenced in single end mode on the following flowcell:
NextSeq 500/550 High Output Kit v2 (75 cycles) (Illumina).
Bioinformatic analysis
All custom code used in this study is available from https://github.com/Maxim-Ivanov/
Nielsen_et_al_2018. Quality of raw TSS-seq data was consistently high as reported by the
FastQC software (https://www.bioinformatics.babraham.ac.uk/projects/fastqc/). In brief, the
TSS-seq data analysis pipeline was as follows: FASTQ files were subjected to quality and
adapter trimming at 3’ ends using Trim Galore v0.4.3 (—adapter "ATCTCGTATGCCG")
(https://github.com/FelixKrueger/TrimGalore). UMI barcodes (8 nt) were trimmed from 5’
ends and appended to FASTQ headers using UMI-Tools extract [101]. The adapter- and UMI-
trimmed reads were aligned to TAIR10 genome assembly using STAR v2.5.2b (—outSAM-
multNmax 1—alignEndsType Extend5pOfRead1) [102]. The output SAM files were sorted
and converted to BAM using Samtools v1.3.1 [103]. Reads aligned to rRNA, tRNA, snRNA or
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snoRNA loci were filtered out using BEDTools v2.17.0 [104]. The resultant BAM files were fil-
tered for reads with MAPQ�10 using Samtools. Finally, BAM files were deduplicated using
UMI-Tools dedup. The "clean" BAM files were converted to stranded Bedgraph files using
BEDTools genomecov (-bg -5 -strand + for forward strand, -bg -5 strand—for reverse strand).
Bedgraph files were compressed to BigWig format using kentUtils bedGraphToBigWig
(https://github.com/ENCODE-DCC/kentUtils). For more details on the TSS-seq read align-
ment pipeline, see the 01-Alignment_of_5Cap-Seq_data.sh file in the code repository.
At the next step, TSSs were called from BigWig files using the CAGEfightR package v1.0.0
[105] which is available from Bioconductor (https://bioconductor.org/packages/release/bioc/
html/CAGEfightR.html) and also from author’s repository on Github (https://github.com/
MalteThodberg/CAGEfightR). Only genomic positions supported by at least two 5’ tags in at
least two libraries from the same genotype were considered as TSS candidates. Adjacent TSSs
separated by not more than 20 bp were merged together into TSS clusters. The TSS clusters
were annotated by intersection with various genomic features which were extracted from the
TxDb.Athaliana.BioMart.plantsmart28 package. The package contains annotations from
ENSEMBL Plant version 28 which combines TAIR10 and Araport11. In particular, proximal
upstream regions were defined as [(gene start)-500bp, (gene start)-100bp] and promoters as
[(gene start)-100bp, (gene start)+100bp]. Called TSSs were annotated by genomic location as
either genic ("promoter", "proximal", "fiveUTR", "threeUTR"), intragenic ("exon", "intron",
"antisense"), or intergenic. In case of conflicting annotations, a single annotation was chosen
according to the following hierarchy: intergenic< antisense< intron< exon< threeUTR<
fiveUTR< proximal< promoter. The full TSS calling pipeline was detailed in the 02-Calling_
TSS_with_CAGEfightR.R script. The statistical analysis of genomic distribution of the called
TSS was described in the 03-Exploratory_analysis_of_exonic_TSS.R file in the code repository.
The differential motif enrichment analysis was done using the DREME software [106].
To investigate the possible correlations between fact-specific exonic TSS and various his-
tone modifications in Arabidopsis, we re-analyzed the available histone H2A, H2B, H3 and
RNAPII ChIP-seq datasets [62–65] [73–76], as well as an MNase-seq dataset [66]. All accession
numbers are available from the S6 Table. Two of these ChIP-seq datasets are paired-end [66]
[75] and the rest are single-end. The pipelines for remapping paired-end and single-end ChIP-
seq data were detailed in 04-Remapping_Paired-End_ChIP-Seq_and_MNase-Seq.sh and
05-Remapping_Single-End_ChIP-Seq.sh files, respectively. In brief, the alignment to the
TAIR10 genome was done using STAR v2.5.2b. The BAM files were sorted and filtered for
MAPQ�10. To convert BAMs into Bedgraph files which correctly represent the source of
ChIP-seq or MNase-seq signal, one has to infer the coordinates of original inserts. Otherwise,
if read length was smaller than the average insert size, then the sequencing depth is expected to
peak around the true source of ChIP-seq signal instead of coinciding with it. This operation is
trivial for paired-end data, because the insert size for each pair of reads is directly available
from the TLEN field of BAM files (see 04-Remapping_Paired-End_ChIP-Seq_and_MNase-
Seq.sh). However, for single-end data the average insert size first has to be guessed from the
data itself, and then each read has to be resized from its 3’ end to half of the insert size. There-
fore, we used single-end ChIP-seq BAM files as input for MACS2 software (-g 1.35e+08 -m
3,50—half-ext—bdg) [107] and continued with the output Bedgraph files (see 05-Remap-
ping_Single-End_ChIP-Seq.sh).
Two of the single-end ChIP-seq datasets mentioned above were treated in a slightly differ-
ent way: i) The raw data in Solexa and SCARF formats [67] were converted to FASTQ as
detailed in the 06-Convert_Solexa_and_SCARF.sh file; ii) The color space data from ABI Solid
platform [62] were aligned with Bowtie v1.2.2 (-C—best). Otherwise these special datasets
were processed as described in 05-Remapping_Single-End_ChIP-Seq_and_MNase-Seq.sh.
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In addition, to investigate the expression level of genes containing exonic TSS of interest,
we converted the original tracks from an Arabidopsis GRO-seq study to Bedgraph format [77]
(see the 07-Convert_GRO-Seq_data.sh).
Finally, all the ChIP-seq, GRO-seq and MNase-seq Bedgraph files were used as input for
the custom boxplot and metagene plotting pipelines (see 08-Boxplot_and_metagene_pipeline.
R in the code repository). The control intervals shown on boxplots and metagenes were pro-
duced by choosing random positions in exons of two gene sets: i) Genes with basal TSS (9221
genes); ii) Genes with fact-specific TSS (5604 genes). For GRO-seq plots, we removed control
positions located less than 200 bp from gene ends, because plant GRO-seq is known to pro-
duce exaggerated signal at pA sites [77].
For RNA-seq data processing, standard Illumina adapters were trimmed from both R1 and
R2 by Trim Galore v0.4.3 (—paired—Illumina). Then the read pairs were aligned to TAIR10
using the STAR aligner v2.5.2b in the local mode (—outSAMmultNmax 1—alignEndsType
Local). The output SAM files were sorted, filtered for MAPQ�10 and converted to BAM for-
mat using SAMtools v1.3.1. Finally, Bedgraph files for visualization in the IGV browser were
generated from BAM files using BEDtools v2.17.0 (-bg -split).
Supporting information
S1 Fig. RFD1 and QUA1 promoters and T-DNA insertions. (A) The 117 bp TIpQUA1 pro-
moter in qua1-1 contains the QUA1 TSS (as detected by TSS-seq in wild type) and upstream
TATA element (bold and underlined). The predominant TSS peak is highlighted in blue. The
start codon is highlighted in red. (B) Detailed annotation and sequence of functional elements
from p35s in qua1-1 T-DNA insertion. Schematic diagram is given, corresponding DNA
sequence derived from Sanger sequencing of genomic DNA in matching color is given below.
BAR (Bialaphos Resistance) annotates the ORF conferring resistance to the plant herbicide
phosphinothricin. Arrows within sequence depicts TSS corresponding to TSS1 and TSS2 found
in qua1-1/ssrp1-2 (See Fig 4D). (C) The 307 bp TIpRFD1 promoter in rfd1-1 contains the RFD1
TSS (as detected by TSS-seq in wild type) and upstream TATA-like element (bold and under-
lined). The predominant TSS peak is highlighted in blue. The start codon is highlighted in red.
(D) Detailed annotation and sequence of functional elements from p35s in rfd1-1 T-DNA inser-
tion. Schematic diagram is given, corresponding DNA sequence derived from Sanger sequenc-
ing of genomic DNA in matching color is given below. BAR (Bialaphos Resistance) annotates
the ORF conferring resistance to the plant herbicide phosphinothricin. A tetrameric repeat of
the 35S enhancer (35S Enh) sequence is located near the T-DNA right border (RB).
(TIF)
S2 Fig. TIpRFD1 drives eYFP reporter gene expression in Arabidopsis. (A) Transient expres-
sion of eYFP reporter gene under the control of TIpRFD1 in Arabidopsis efr mutant leaves. p35s-
eYFP and p19 (lacking eYFP reporter gene) are shown as positive and negative controls respec-
tively. (B) Quantification of eYFP signal in panel A using ImageJ based on three replicates of
three infiltrated leaves per construct. A single asterisk denotes p<0.05 and two asterisks denote
p<0.01 between samples by Student’s t-test.
(TIF)
S3 Fig. Technical controls for qChIP analyses. (A) Schematic representation of the QUA1
locus, including position of primer pairs for qChIP across QUA1 gene in wild type (WS). (B)
RNAPII Ser2P profile across QUA1 in wild type. For statistical tests, a single asterisk denotes
p<0.05 between samples by Student’s t-test. qChIP across QUA1 in wild type for (C)
H3K36me2/H3, (D) H3K36me3/H3, (E) H3ac/H3 and (F) H3K4me3/H3. (G) Histone H3
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qChIP across QUA1 in wild type (WS). and qua1-1. Note: For comparisons between wild type
(WS) and qua1-1, qChIP values were normalized to reference gene ACT2 in order to control
for differential fixation conditions between samples (See methods for more details). (H) Sche-
matic representation of the RFD1 locus, including position of primer pairs for qChIP. (I) His-
tone H3 qChIP across RFD1 in wild type (Col-0) and rfd1-1. Error bars represent standard
error of means resulting from at least three independent replicates.
(TIF)
S4 Fig. Suppression of rfd1-1 and qua1-1 by fact mutants, but not other transcription elon-
gation factor mutants tested. (A) Segregation analysis of rfd1-1 white cotyledon phenotype.
Phenotypic segregation demonstrates that the fact mutant spt16-1 suppresses the rfd1-1 pheno-
type. Wild type (n = 161), RFD1/rfd1-1 (n = 752), and RFD1/rfd1-1; SPT16/spt16-1 (n = 1045).
Dashed line indicates the expected ratio (25%) of seedlings with the white cotyledon phenotype
in RFD1/rfd1-1 progeny. Binomial test was used to determine that segregation for the white
cotyledon phenotype of RFD1/rfd1-1 and RFD1/rfd1-1; SPT16/spt16-1 are significantly differ-
ent from expected 25% (p = 0.00046 and p = 7.33e-21, respectively). As the rfd1-1/rfd1-1 phe-
notype was not transmitted with full penetrance in our experimental conditions in rfd1-1/
RFD1 progeny, Fisher’s exact test was used to determine the statistical significance between the
different F2 phenotypic segregation ratios of RFD1/rfd1-1, and RFD1/rfd1-1; SPT16/spt16-1
(p = 0.00031). (B) Segregation analysis by ruthenium red staining. Dashed line indicates the
expected ratio (25%) of progenies from a QUA1/qua1-1 parent to be qua1-1/qua1-1, which is
stained by ruthenium red. Based on the expected pattern of phenotypic segregation the fact
mutant spt16-1 suppresses the qua1-1 phenotype, while the H3K36 methyltransferase mutant
sdg8-2, the Elongator subunit mutant elo3-6, or the PAF-I subunit mutant vip6-4 do not. Wild
type (n = 97), qua1-1/QUA1 (n = 456), QUA1/qua1-1; SPT16/spt16-1 (n = 1008), QUA1/qua1-
1; SDG8/sdg8-2 (n = 479), QUA1/qua1-1; ELO3/elo3-6 (n = 1198), and QUA1/qua1-1; VIP6/
vip6-4 (n = 395). Binomial testing was used to determine if the phenotypic segregation ratios
are significantly lower than the expected 25%. We find statistical significant different segrega-
tion of QUA1/qua1-1; SPT16/spt16-1 (p = 0.02), while the ratios of QUA1/qua1-1; SDG8/sdg8-
2 (p = 0.49), QUA1/qua1-1; ELO3/elo3-6 (p = 0.08) and QUA1/qua1-1; VIP6/vip6-4 (p = 0.45)
show no statistically significant difference compared to the expected 25%. (C) The QUA1 and
SSRP1 loci are linked on Arabidopsis chromosome 3. Genetic linkage prevents an accurate
analysis of qua1-1 suppression by ssrp1-2 using segregating populations as in (B). n.s. denotes
Not Significant, a single asterisk denotes p<0.05, two asterisks denote p<0.01 and three aster-
isks denote p<0.001 between samples/ratio by either Fisher’s exact test or binomial test as
indicated.
(TIF)
S5 Fig. Genome-wide TSS mapping in Arabidopsis. (A) TSS-seq read distribution across
expressed Arabidopsis genes from 0.5 kb upstream of transcription start site (TSS) to transcrip-
tion end site (TES) in wild type, spt16-1, and ssrp1-2. (B) Reproducibility of two TSS-seq repli-
cates in wild type, spt16-1, and ssrp1-2. The scatterplots show the log2-transformed and CPM-
normalized number of sequencing reads in each TSS cluster between the biological replicate
samples. (C) The fraction of basal- and fact-specific TSS clusters which overlap reported
CAGE peak summits. (D) Screenshot of different TSSs corresponding to alternative mRNA
isoforms of the AT4G08390 gene. The shorter isoforms utilize a second in-frame ATG to pro-
duce an N-terminally truncated protein that is differentially targeted within the cell [61]. (E)
Distribution of fact-specific exonic TSS positions across exons revealing no positional bias.
(TIF)
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S6 Fig. H3K4me1 is enriched at FACT-repressed TSS positions. Metagene plots show the
mean ChIP-seq, GRO-seq and MNase-seq values along 400 bp windows centered at the follow-
ing positions: i) Promoter TSS (green); ii) Control exonic positions in genes with basal exonic
TSS (purple); iii) Control exonic position in genes with fact-specific TSS (blue); iv) Basal
exonic TSS (salmon); v) fact-specific exonic TSS (olive). Shaded area shows normal-based 95%
confidence intervals for standard error of the mean. The following datasets were included: (A)
MNase-seq; (B) H3K27ac; (C, D) H3K9ac and H3K36me3; (E, F, G) H3K4me3, H3K4me2 and
H3K4me1; (H) H3K36me2; (I) RNAPII ChIP-seq; (J) GRO-seq.
(TIF)
S7 Fig. Boxplots and metagene plots for histone H3, H2A, and H2B modifications. Box-
plots show the median distribution of ChIP-seq signal within the same 20 bp windows as in
Fig 6. Metagene plots show the mean ChIP-seq signal along the same 400 bp windows as in S6
Fig. The following datasets were used: (A, B, C) H3K4me3, H3K4me3 and H3K4me1; (D, E)
H2A and H2A.Z; (F) H2Aub; (G) H2B; (H) H2Bub. Data was plotted for the following catego-
ries: i) Promoter TSS (green); ii) Control exonic positions in genes with basal exonic TSS; iii)
Control exonic position in genes with fact-specific TSS; iv) Basal exonic TSS (salmon); v) fact-
specific exonic TSS (olive).
(TIF)
S8 Fig. Activation of cryptic intragenic TSSs accompanies a shift from H3K4me1 to
H3K4me3. Screenshot of RNA-seq and TSS-seq data from wild type and ssrp1-2 depicting novel
intragenic transcripts emerging from fact-specific TSSs (red arrows) at the (A) AT3G56210 and
(B) AT5G51200 genes. Screenshot of TSS-seq data from wild type and ssrp1-2 depicting basal
exonic TSS at the (C) AT5G13630 and (D) AT1G06680 genes. qChIP for H3K4me1 at canonical
promoter and fact-specific TSS positions for (E) AT3G56210, (F) AT5G51200, and at basal exonic
TSS positions for (G) AT5G13630 and (H) AT1G06680. qChIP for H3K4me3 at canonical pro-
moter and fact-specific TSS positions for (I) AT3G56210, (J) AT5G51200, and at basal exonic TSS
positions for (K) AT5G13630 and (L) AT1G06680. Error bars represent standard error of the
mean resulting from at least three independent replicates. For statistical tests, a single asterisk
denotes p<0.05 between samples by Student’s t-test.
(TIF)
S9 Fig. Histone H3 levels at qChIP loci in wild-type and ssrp1-2. qChIP for total Histone H3
levels at canonical promoters and fact-specific promoters in wild-type and ssrp1-2 at genes (A)
AT5G18500, (B) AT4G15260, (C) AT3G65210, and (D) AT5G51200. qChIP for H3 levels at
basal exonic TSSs found in genes AT5G13630 (E) and AT1G06680 (F). Error bars represent
standard error of the mean resulting from at least three independent replicates. For statistical
tests, a single asterisk denotes p<0.05 between samples by Student’s t-test. (See S8 Fig for
primer pair positions)
(TIF)
S10 Fig. H3K36me2 levels at qChIP loci in wild-type and ssrp1-2. qChIP for H3K36me2 lev-
els at canonical promoters and fact-specific promoters in wild-type and ssrp1-2 at genes (A)
AT5G18500, (B) AT4G15260, (C) AT3G65210, and (D) AT5G51200. qChIP for H3K36me2
levels at basal exonic TSSs found in genes AT5G13630 (E) and AT1G06680 (F). Error bars rep-
resent standard error of the mean resulting from at least three independent replicates. For sta-
tistical tests, a single asterisk denotes p<0.05 between samples by Student’s t-test. (See S8 Fig
for primer pair positions)
(TIF)
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S11 Fig. H3K36me3 levels at qChIP loci in wild-type and ssrp1-2. qChIP for H3K36me3 lev-
els at canonical promoters and fact-specific promoters in wild-type and ssrp1-2 at genes (A)
AT5G18500, (B) AT4G15260, (C) AT3G65210, and (D) AT5G51200. qChIP for H3K36me3
levels at basal exonic TSSs found in genes AT5G13630 (E) and AT1G06680 (F). Error bars rep-
resent standard error of the mean resulting from at least three independent replicates. For sta-
tistical tests, a single asterisk denotes p<0.05 between samples by Student’s t-test. (See S8 Fig
for primer pair positions).
(TIF)
S12 Fig. H3K27ac levels at qChIP loci in wild-type and ssrp1-2. qChIP for H3K27ac levels at
canonical promoters and fact-specific promoters in wild-type and ssrp1-2 at genes (A) AT5G18500,
(B) AT4G15260, (C) AT3G65210, and (D) AT5G51200. qChIP for H3K27ac levels at basal exonic
TSSs found in genes AT5G13630 (E) and AT1G06680 (F). Error bars represent standard error of
the mean resulting from at least three independent replicates. For statistical tests, a single asterisk
denotes p<0.05 between samples by Student’s t-test. (See S8 Fig for primer pair positions).
(TIF)
S1 Table. NGS quality metrics of TSS-seq. Table shows the number of reads obtained at
every step of the TSS-seq data analysis pipeline. For detailed clarification of each step, see the
01-Alignment_of_5Cap-Seq_data.sh file in the https://github.com/Maxim-Ivanov/Nielsen_et_
al_2018 code repository.
(XLSX)
S2 Table. Intersections between TSS-seq tag clusters and the previously published coordi-
nates of CAGE peaks. Arabidopsis CAGE peaks from [48] were analyzed for intersections
with TSSs that were identified in our TSS-seq data. Rows show different annotation categories
of TSSs. Cells contain the percentage values of TSSs in each annotation category which were
found intersecting with the summits of CAGE peaks. Columns show the intersection statistics
for different groups of TSSs (All vs Basal vs fact-specific).
(XLSX)
S3 Table. Annotations of TSSs. This table shows count and percentages of Basal and fact-spe-
cific TSS clusters in different annotation categories. Data from this table was visually repre-
sented on Fig 5A.
(XLSX)
S4 Table. Genomic coordinates of all TSSs. This table shows genomic coordinates of all TSSs
which were identified in our TSS-seq data. The fields are as follows: i) "Chr", "Start", "End" and
"Strand": strand-specific coordinated of each tag cluster which was called as a TSS; ii) "Score":
the average number of TSS-seq tags per library in given TSS; ii) "Summit": coordinate of the
base having the strongest signal within given TSS; iii) "Annotation": the most probable func-
tional description of the surrounding genomic region ("intergenic", "proximal", "promoter",
"fiveUTR", "intron", "exon", "threeUTR" or "antisense"); iv) "Category": either "fact-specific"
(TSS was detected in spt16-1 and/or ssrp1-2 mutants but not in wild type plants) or "Basal"
(TSS does not seem to be specific for the fact mutants); v) "Gene_ID" and "Gene_name": the
nearest Arabidopsis gene which either overlaps the TSS or is located within 500 bp on the same
strand ("intergenic" and "antisense" TSS were not annotated by geneID and gene name).
(XLSX)
S5 Table. Resource table. This table contains all materials and other resources involved in this
study.
(DOCX)
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S6 Table. Accession numbers for previously published data used here. This table contains
accession numbers and PMIDs for all genomics datasets used in this study.
(XLSX)
S7 Table. Source data table. Data used to generate the figures of this manuscript are provided
as single excel file. Sheets are used to organize data for each figure.
(XLSX)
Acknowledgments
We thank Jasmin Dilgen and Louise Kastberg for technical assistance, Gre´gory Mouille and
Henning Mu¨hlenbeck for help with the ruthenium red staining assay, Jan Høstrup for plant
care, Albin Sandelin, Malte Thodberg and Axel Thieffry for help with TSS-seq data analysis,
Laura Brey for help in initial stages of the project, and members of the S.M. laboratory for criti-
cal reading of the manuscript.
Author Contributions
Conceptualization: Ryan Ard, Sebastian Marquardt.
Data curation: Mathias Nielsen, Ryan Ard, Xueyuan Leng, Maxim Ivanov.
Formal analysis: Mathias Nielsen, Ryan Ard, Xueyuan Leng, Maxim Ivanov, Peter Kindgren,
Sebastian Marquardt.
Funding acquisition: Vicent Pelechano, Sebastian Marquardt.
Investigation: Mathias Nielsen, Ryan Ard, Xueyuan Leng, Maxim Ivanov, Sebastian
Marquardt.
Methodology: Mathias Nielsen, Ryan Ard, Xueyuan Leng, Maxim Ivanov, Peter Kindgren,
Vicent Pelechano, Sebastian Marquardt.
Project administration: Sebastian Marquardt.
Resources: Vicent Pelechano, Sebastian Marquardt.
Software: Maxim Ivanov.
Supervision: Sebastian Marquardt.
Validation: Mathias Nielsen, Ryan Ard, Xueyuan Leng, Maxim Ivanov, Peter Kindgren,
Sebastian Marquardt.
Visualization: Mathias Nielsen, Ryan Ard, Xueyuan Leng, Maxim Ivanov, Sebastian
Marquardt.
Writing – original draft: Mathias Nielsen, Ryan Ard, Xueyuan Leng, Sebastian Marquardt.
Writing – review & editing: Mathias Nielsen, Ryan Ard, Xueyuan Leng, Maxim Ivanov, Peter
Kindgren, Vicent Pelechano, Sebastian Marquardt.
References
1. Mellor J, Woloszczuk R, Howe FS. The Interleaved Genome. Trends Genet. 2016; 32(1):57–71.
https://doi.org/10.1016/j.tig.2015.10.006 PMID: 26613890.
2. Jensen TH, Jacquier A, Libri D. Dealing with pervasive transcription. Mol Cell. 2013; 52(4):473–84.
https://doi.org/10.1016/j.molcel.2013.10.032 PMID: 24267449.
Transcription-driven chromatin repression of intragenic TSSs
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007969 February 1, 2019 27 / 33
3. Davuluri RV, Suzuki Y, Sugano S, Plass C, Huang TH. The functional consequences of alternative
promoter use in mammalian genomes. Trends Genet. 2008; 24(4):167–77. https://doi.org/10.1016/j.
tig.2008.01.008 PMID: 18329129.
4. Wiesner T, Lee W, Obenauf AC, Ran L, Murali R, Zhang QF, et al. Alternative transcription initiation
leads to expression of a novel ALK isoform in cancer. Nature. 2015; 526(7573):453–7. https://doi.org/
10.1038/nature15258 PMID: 26444240.
5. Arner E, Daub CO, Vitting-Seerup K, Andersson R, Lilje B, Drablos F, et al. Transcribed enhancers
lead waves of coordinated transcription in transitioning mammalian cells. Science. 2015; 347
(6225):1010–4. https://doi.org/10.1126/science.1259418 PMID: 25678556.
6. Proudfoot NJ. Transcriptional interference and termination between duplicated alpha-globin gene con-
structs suggests a novel mechanism for gene regulation. Nature. 1986; 322(6079):562–5. https://doi.
org/10.1038/322562a0 PMID: 3736674.
7. Ard R, Allshire RC, Marquardt S. Emerging Properties and Functional Consequences of Noncoding
Transcription. Genetics. 2017; 207(2):357–67. https://doi.org/10.1534/genetics.117.300095 PMID:
28978770.
8. Buratowski S. Progression through the RNA polymerase II CTD cycle. Mol Cell. 2009; 36(4):541–6.
https://doi.org/10.1016/j.molcel.2009.10.019 PMID: 19941815.
9. Li B, Carey M, Workman JL. The role of chromatin during transcription. Cell. 2007; 128(4):707–19.
https://doi.org/10.1016/j.cell.2007.01.015 PMID: 17320508.
10. Eick D, Geyer M. The RNA polymerase II carboxy-terminal domain (CTD) code. Chemical reviews.
2013; 113(11):8456–90. https://doi.org/10.1021/cr400071f PMID: 23952966.
11. Corden JL. RNA polymerase II C-terminal domain: Tethering transcription to transcript and template.
Chemical reviews. 2013; 113(11):8423–55. https://doi.org/10.1021/cr400158h PMID: 24040939.
12. Mayer A, Lidschreiber M, Siebert M, Leike K, Soding J, Cramer P. Uniform transitions of the general
RNA polymerase II transcription complex. Nature structural & molecular biology. 2010; 17(10):1272–
8. https://doi.org/10.1038/nsmb.1903 PMID: 20818391.
13. Pokholok DK, Harbison CT, Levine S, Cole M, Hannett NM, Lee TI, et al. Genome-wide map of nucleo-
some acetylation and methylation in yeast. Cell. 2005; 122(4):517–27. https://doi.org/10.1016/j.cell.
2005.06.026 PMID: 16122420.
14. Descostes N, Heidemann M, Spinelli L, Schuller R, Maqbool MA, Fenouil R, et al. Tyrosine phosphory-
lation of RNA polymerase II CTD is associated with antisense promoter transcription and active
enhancers in mammalian cells. eLife. 2014; 3:e02105. https://doi.org/10.7554/eLife.02105 PMID:
24842994.
15. Gerstein MB, Lu ZJ, Van Nostrand EL, Cheng C, Arshinoff BI, Liu T, et al. Integrative analysis of the
Caenorhabditis elegans genome by the modENCODE project. Science. 2010; 330(6012):1775–87.
https://doi.org/10.1126/science.1196914 PMID: 21177976.
16. Hajheidari M, Koncz C, Eick D. Emerging roles for RNA polymerase II CTD in Arabidopsis. Trends in
plant science. 2013; 18(11):633–43. https://doi.org/10.1016/j.tplants.2013.07.001 PMID: 23910452.
17. Kharchenko PV, Alekseyenko AA, Schwartz YB, Minoda A, Riddle NC, Ernst J, et al. Comprehensive
analysis of the chromatin landscape in Drosophila melanogaster. Nature. 2011; 471(7339):480–5.
https://doi.org/10.1038/nature09725 PMID: 21179089.
18. Soares LM, He PC, Chun Y, Suh H, Kim T, Buratowski S. Determinants of Histone H3K4 Methylation
Patterns. Mol Cell. 2017; 68(4):773–85 e6. https://doi.org/10.1016/j.molcel.2017.10.013 PMID:
29129639.
19. Kadonaga JT. Perspectives on the RNA polymerase II core promoter. Wiley interdisciplinary reviews
Developmental biology. 2012; 1(1):40–51. https://doi.org/10.1002/wdev.21 PMID: 23801666.
20. Venkatesh S, Workman JL. Histone exchange, chromatin structure and the regulation of transcription.
Nature reviews Molecular cell biology. 2015; 16(3):178–89. https://doi.org/10.1038/nrm3941 PMID:
25650798.
21. Bell O, Wirbelauer C, Hild M, Scharf AN, Schwaiger M, MacAlpine DM, et al. Localized H3K36 methyl-
ation states define histone H4K16 acetylation during transcriptional elongation in Drosophila. EMBO J.
2007; 26(24):4974–84. https://doi.org/10.1038/sj.emboj.7601926 PMID: 18007591.
22. Guenther MG, Levine SS, Boyer LA, Jaenisch R, Young RA. A chromatin landmark and transcription
initiation at most promoters in human cells. Cell. 2007; 130(1):77–88. https://doi.org/10.1016/j.cell.
2007.05.042 PMID: 17632057.
23. Bannister AJ, Schneider R, Myers FA, Thorne AW, Crane-Robinson C, Kouzarides T. Spatial distribu-
tion of di- and tri-methyl lysine 36 of histone H3 at active genes. J Biol Chem. 2005; 280(18):17732–6.
https://doi.org/10.1074/jbc.M500796200 PMID: 15760899.
Transcription-driven chromatin repression of intragenic TSSs
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007969 February 1, 2019 28 / 33
24. Carrozza MJ, Li B, Florens L, Suganuma T, Swanson SK, Lee KK, et al. Histone H3 methylation by
Set2 directs deacetylation of coding regions by Rpd3S to suppress spurious intragenic transcription.
Cell. 2005; 123(4):581–92. https://doi.org/10.1016/j.cell.2005.10.023 PMID: 16286007.
25. Keogh MC, Kurdistani SK, Morris SA, Ahn SH, Podolny V, Collins SR, et al. Cotranscriptional set2
methylation of histone H3 lysine 36 recruits a repressive Rpd3 complex. Cell. 2005; 123(4):593–605.
https://doi.org/10.1016/j.cell.2005.10.025 PMID: 16286008.
26. Venkatesh S, Smolle M, Li H, Gogol MM, Saint M, Kumar S, et al. Set2 methylation of histone H3
lysine 36 suppresses histone exchange on transcribed genes. Nature. 2012; 489(7416):452–5.
https://doi.org/10.1038/nature11326 PMID: 22914091.
27. Cheung V, Chua G, Batada NN, Landry CR, Michnick SW, Hughes TR, et al. Chromatin- and tran-
scription-related factors repress transcription from within coding regions throughout the Saccharomy-
ces cerevisiae genome. PLoS Biol. 2008; 6(11):e277. https://doi.org/10.1371/journal.pbio.0060277
PMID: 18998772.
28. Kaplan CD, Laprade L, Winston F. Transcription elongation factors repress transcription initiation from
cryptic sites. Science. 2003; 301(5636):1096–9. https://doi.org/10.1126/science.1087374 PMID:
12934008.
29. Orphanides G, Wu WH, Lane WS, Hampsey M, Reinberg D. The chromatin-specific transcription elon-
gation factor FACT comprises human SPT16 and SSRP1 proteins. Nature. 1999; 400(6741):284–8.
https://doi.org/10.1038/22350 PMID: 10421373.
30. Belotserkovskaya R, Oh S, Bondarenko VA, Orphanides G, Studitsky VM, Reinberg D. FACT facili-
tates transcription-dependent nucleosome alteration. Science. 2003; 301(5636):1090–3. https://doi.
org/10.1126/science.1085703 PMID: 12934006.
31. Clark-Adams CD, Winston F. The SPT6 gene is essential for growth and is required for delta-mediated
transcription in Saccharomyces cerevisiae. Molecular and cellular biology. 1987; 7(2):679–86. PMID:
3029564.
32. Malone EA, Clark CD, Chiang A, Winston F. Mutations in SPT16/CDC68 suppress cis- and trans-act-
ing mutations that affect promoter function in Saccharomyces cerevisiae. Molecular and cellular biol-
ogy. 1991; 11(11):5710–7. PMID: 1922073.
33. Proudfoot NJ. Transcriptional termination in mammals: Stopping the RNA polymerase II juggernaut.
Science. 2016; 352(6291):aad9926. https://doi.org/10.1126/science.aad9926 PMID: 27284201.
34. Porrua O, Libri D. Transcription termination and the control of the transcriptome: why, where and how
to stop. Nature reviews Molecular cell biology. 2015; 16(3):190–202. https://doi.org/10.1038/nrm3943
PMID: 25650800.
35. Hainer SJ, Charsar BA, Cohen SB, Martens JA. Identification of Mutant Versions of the Spt16 Histone
Chaperone That Are Defective for Transcription-Coupled Nucleosome Occupancy in Saccharomyces
cerevisiae. G3. 2012; 2(5):555–67. https://doi.org/10.1534/g3.112.002451 PMID: 22670226.
36. Ard R, Allshire RC. Transcription-coupled changes to chromatin underpin gene silencing by transcrip-
tional interference. Nucleic acids research. 2016; 44(22):10619–30. https://doi.org/10.1093/nar/
gkw801 PMID: 27613421.
37. Lin D, Hiron TK, O’Callaghan CA. Intragenic transcriptional interference regulates the human immune
ligand MICA. EMBO J. 2018;e97138. https://doi.org/10.15252/embj.201797138 PMID: 29643123.
38. du Mee DJM, Ivanov M, Parker JP, Buratowski S, Marquardt S. Efficient termination of nuclear lncRNA
transcription promotes mitochondrial genome maintenance. eLife. 2018; 7:e31989. https://doi.org/10.
7554/eLife.31989 PMID: 29504936.
39. Neri F, Rapelli S, Krepelova A, Incarnato D, Parlato C, Basile G, et al. Intragenic DNA methylation pre-
vents spurious transcription initiation. Nature. 2017; 543(7643):72–7. https://doi.org/10.1038/
nature21373 PMID: 28225755.
40. Carvalho S, Raposo AC, Martins FB, Grosso AR, Sridhara SC, Rino J, et al. Histone methyltransfer-
ase SETD2 coordinates FACT recruitment with nucleosome dynamics during transcription. Nucleic
acids research. 2013; 41(5):2881–93. https://doi.org/10.1093/nar/gks1472 PMID: 23325844.
41. Van Lijsebettens M, Grasser KD. Transcript elongation factors: shaping transcriptomes after transcript
initiation. Trends in plant science. 2014; 19(11):717–26. https://doi.org/10.1016/j.tplants.2014.07.002
PMID: 25131948.
42. Antosz W, Pfab A, Ehrnsberger HF, Holzinger P, Kollen K, Mortensen SA, et al. The Composition of
the Arabidopsis RNA Polymerase II Transcript Elongation Complex Reveals the Interplay between
Elongation and mRNA Processing Factors. Plant Cell. 2017; 29(4):854–70. https://doi.org/10.1105/
tpc.16.00735 PMID: 28351991.
43. Duroux M, Houben A, Ruzicka K, Friml J, Grasser KD. The chromatin remodelling complex FACT
associates with actively transcribed regions of the Arabidopsis genome. The Plant journal: for cell and
Transcription-driven chromatin repression of intragenic TSSs
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007969 February 1, 2019 29 / 33
molecular biology. 2004; 40(5):660–71. https://doi.org/10.1111/j.1365-313X.2004.02242.x PMID:
15546350.
44. Lolas IB, Himanen K, Gronlund JT, Lynggaard C, Houben A, Melzer M, et al. The transcript elongation
factor FACT affects Arabidopsis vegetative and reproductive development and genetically interacts
with HUB1/2. The Plant journal: for cell and molecular biology. 2010; 61(4):686–97. https://doi.org/10.
1111/j.1365-313X.2009.04096.x PMID: 19947984.
45. Frost JM, Kim MY, Park GT, Hsieh PH, Nakamura M, Lin SJH, et al. FACT complex is required for
DNA demethylation at heterochromatin during reproduction in Arabidopsis. Proc Natl Acad Sci U S A.
2018; 115(20):E4720–E9. https://doi.org/10.1073/pnas.1713333115 PMID: 29712855.
46. Ikeda Y, Kinoshita Y, Susaki D, Ikeda Y, Iwano M, Takayama S, et al. HMG domain containing SSRP1
is required for DNA demethylation and genomic imprinting in Arabidopsis. Developmental cell. 2011;
21(3):589–96. https://doi.org/10.1016/j.devcel.2011.08.013 PMID: 21920319.
47. Mahrez W, Arellano MS, Moreno-Romero J, Nakamura M, Shu H, Nanni P, et al. H3K36ac Is an Evo-
lutionary Conserved Plant Histone Modification That Marks Active Genes. Plant physiology. 2016; 170
(3):1566–77. https://doi.org/10.1104/pp.15.01744 PMID: 26764380.
48. Tokizawa M, Kusunoki K, Koyama H, Kurotani A, Sakurai T, Suzuki Y, et al. Identification of Arabidop-
sis genic and non-genic promoters by paired-end sequencing of TSS tags. The Plant journal: for cell
and molecular biology. 2017; 90(3):587–605. https://doi.org/10.1111/tpj.13511 PMID: 28214361.
49. Ushijima T, Hanada K, Gotoh E, Yamori W, Kodama Y, Tanaka H, et al. Light Controls Protein Locali-
zation through Phytochrome-Mediated Alternative Promoter Selection. Cell. 2017; 171(6):1316–25.
Epub Nov 9. https://doi.org/10.1016/j.cell.2017.10.018 PMID: 29129375.
50. von Arnim AG, Jia Q, Vaughn JN. Regulation of plant translation by upstream open reading frames.
Plant science: an international journal of experimental plant biology. 2014; 214:1–12. https://doi.org/
10.1016/j.plantsci.2013.09.006 PMID: 24268158.
51. Lloyd J, Meinke D. A comprehensive dataset of genes with a loss-of-function mutant phenotype in Ara-
bidopsis. Plant physiology. 2012; 158(3):1115–29. https://doi.org/10.1104/pp.111.192393 PMID:
22247268.
52. Bouton S, Leboeuf E, Mouille G, Leydecker MT, Talbotec J, Granier F, et al. QUASIMODO1 encodes
a putative membrane-bound glycosyltransferase required for normal pectin synthesis and cell adhe-
sion in Arabidopsis. The Plant cell. 2002; 14(10):2577–90. https://doi.org/10.1105/tpc.004259 PMID:
12368506.
53. Hedtke B, Grimm B. Silencing of a plant gene by transcriptional interference. Nucleic acids research.
2009; 37(11):3739–46. https://doi.org/10.1093/nar/gkp241 PMID: 19376832.
54. Roudier F, Ahmed I, Berard C, Sarazin A, Mary-Huard T, Cortijo S, et al. Integrative epigenomic map-
ping defines four main chromatin states in Arabidopsis. Embo Journal. 2011; 30(10):1928–38. https://
doi.org/10.1038/emboj.2011.103 WOS:000291645400009. PMID: 21487388
55. Zhang F, Qi B, Wang L, Zhao B, Rode S, Riggan ND, et al. EIN2-dependent regulation of acetylation
of histone H3K14 and non-canonical histone H3K23 in ethylene signalling. Nature communications.
2016; 7:13018. https://doi.org/10.1038/ncomms13018 PMID: 27694846.
56. Oh S, Zhang H, Ludwig P, van Nocker S. A mechanism related to the yeast transcriptional regulator
Paf1c is required for expression of the Arabidopsis FLC/MAF MADS box gene family. Plant Cell. 2004;
16(11):2940–53. https://doi.org/10.1105/tpc.104.026062 PMID: 15472079.
57. Nelissen H, Fleury D, Bruno L, Robles P, De Veylder L, Traas J, et al. The elongata mutants identify a
functional Elongator complex in plants with a role in cell proliferation during organ growth. Proc Natl
Acad Sci U S A. 2005; 102(21):7754–9. https://doi.org/10.1073/pnas.0502600102 PMID: 15894610.
58. Zhao Z, Yu Y, Meyer D, Wu C, Shen WH. Prevention of early flowering by expression of FLOWERING
LOCUS C requires methylation of histone H3 K36. Nature cell biology. 2005; 7(12):1256–60. https://
doi.org/10.1038/ncb1329 PMID: 16299497.
59. Grini PE, Thorstensen T, Alm V, Vizcay-Barrena G, Windju SS, Jorstad TS, et al. The ASH1 HOMO-
LOG 2 (ASHH2) histone H3 methyltransferase is required for ovule and anther development in Arabi-
dopsis. PLoS One. 2009; 4(11):e7817. https://doi.org/10.1371/journal.pone.0007817 PMID: 19915673.
60. Pelechano V, Wei W, Steinmetz LM. Genome-wide quantification of 5’-phosphorylated mRNA degra-
dation intermediates for analysis of ribosome dynamics. Nature protocols. 2016; 11(2):359–76. https://
doi.org/10.1038/nprot.2016.026 PMID: 26820793.
61. Obara K, Sumi K, Fukuda H. The use of multiple transcription starts causes the dual targeting of Arabi-
dopsis putative monodehydroascorbate reductase to both mitochondria and chloroplasts. Plant & cell
physiology. 2002; 43(7):697–705. PMID: 12154132.
62. Luo C, Sidote DJ, Zhang Y, Kerstetter RA, Michael TP, Lam E. Integrative analysis of chromatin states
in Arabidopsis identified potential regulatory mechanisms for natural antisense transcript production.
Transcription-driven chromatin repression of intragenic TSSs
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007969 February 1, 2019 30 / 33
The Plant journal: for cell and molecular biology. 2013; 73(1):77–90. https://doi.org/10.1111/tpj.12017
PMID: 22962860.
63. Inagaki S, Takahashi M, Hosaka A, Ito T, Toyoda A, Fujiyama A, et al. Gene-body chromatin modifica-
tion dynamics mediate epigenome differentiation in Arabidopsis. EMBO J. 2017; 36(8):970–80.
https://doi.org/10.15252/embj.201694983 PMID: 28100676.
64. Liu C, Wang C, Wang G, Becker C, Zaidem M, Weigel D. Genome-wide analysis of chromatin packing
in Arabidopsis thaliana at single-gene resolution. Genome research. 2016; 26(8):1057–68. https://doi.
org/10.1101/gr.204032.116 PMID: 27225844.
65. Chen C, Li C, Wang Y, Renaud J, Tian G, Kambhampati S, et al. Cytosolic acetyl-CoA promotes his-
tone acetylation predominantly at H3K27 in Arabidopsis. Nature plants. 2017; 3(10):814–24. https://
doi.org/10.1038/s41477-017-0023-7 PMID: 28947800.
66. Dai X, Bai Y, Zhao L, Dou X, Liu Y, Wang L, et al. H2A.Z Represses Gene Expression by Modulating
Promoter Nucleosome Structure and Enhancer Histone Modifications in Arabidopsis. Molecular plant.
2017; 10(10):1274–92. https://doi.org/10.1016/j.molp.2017.09.007 PMID: 28951178.
67. van Dijk K, Ding Y, Malkaram S, Riethoven JJ, Liu R, Yang J, et al. Dynamic changes in genome-wide
histone H3 lysine 4 methylation patterns in response to dehydration stress in Arabidopsis thaliana.
BMC plant biology. 2010; 10:238. https://doi.org/10.1186/1471-2229-10-238 PMID: 21050490.
68. Stuwe T, Hothorn M, Lejeune E, Rybin V, Bortfeld M, Scheffzek K, et al. The FACT Spt16 "peptidase"
domain is a histone H3-H4 binding module. Proc Natl Acad Sci U S A. 2008; 105(26):8884–9. https://
doi.org/10.1073/pnas.0712293105 PMID: 18579787.
69. Tsunaka Y, Fujiwara Y, Oyama T, Hirose S, Morikawa K. Integrated molecular mechanism directing
nucleosome reorganization by human FACT. Genes Dev. 2016; 30(6):673–86. https://doi.org/10.
1101/gad.274183.115 PMID: 26966247.
70. Hondele M, Stuwe T, Hassler M, Halbach F, Bowman A, Zhang ET, et al. Structural basis of histone
H2A-H2B recognition by the essential chaperone FACT. Nature. 2013; 499(7456):111–4. https://doi.
org/10.1038/nature12242 PMID: 23698368.
71. Winkler DD, Muthurajan UM, Hieb AR, Luger K. Histone chaperone FACT coordinates nucleosome
interaction through multiple synergistic binding events. J Biol Chem. 2011; 286(48):41883–92. https://
doi.org/10.1074/jbc.M111.301465 PMID: 21969370.
72. Zhou W, Zhu Y, Dong A, Shen WH. Histone H2A/H2B chaperones: from molecules to chromatin-
based functions in plant growth and development. The Plant journal: for cell and molecular biology.
2015; 83(1):78–95. https://doi.org/10.1111/tpj.12830 PMID: 25781491.
73. Yelagandula R, Stroud H, Holec S, Zhou K, Feng S, Zhong X, et al. The histone variant H2A.W defines
heterochromatin and promotes chromatin condensation in Arabidopsis. Cell. 2014; 158(1):98–109.
https://doi.org/10.1016/j.cell.2014.06.006 PMID: 24995981.
74. Zhou Y, Romero-Campero FJ, Gomez-Zambrano A, Turck F, Calonje M. H2A monoubiquitination in
Arabidopsis thaliana is generally independent of LHP1 and PRC2 activity. Genome Biol. 2017; 18
(1):69. https://doi.org/10.1186/s13059-017-1197-z PMID: 28403905.
75. Cortijo S, Charoensawan V, Brestovitsky A, Buning R, Ravarani C, Rhodes D, et al. Transcriptional
Regulation of the Ambient Temperature Response by H2A.Z Nucleosomes and HSF1 Transcription
Factors in Arabidopsis. Molecular plant. 2017; 10(10):1258–73. https://doi.org/10.1016/j.molp.2017.
08.014 PMID: 28893714.
76. Nassrallah A, Rougee M, Bourbousse C, Drevensek S, Fonseca S, Iniesto E, et al. DET1-mediated
degradation of a SAGA-like deubiquitination module controls H2Bub homeostasis. eLife. 2018;7.
https://doi.org/10.7554/eLife.37892 PMID: 30192741.
77. Liu W, Duttke SH, Hetzel J, Groth M, Feng S, Gallego-Bartolome J, et al. RNA-directed DNA methyla-
tion involves co-transcriptional small-RNA-guided slicing of polymerase V transcripts in Arabidopsis.
Nature plants. 2018; 4(3):181–8. https://doi.org/10.1038/s41477-017-0100-y PMID: 29379150.
78. Hondele M, Ladurner AG. Catch me if you can: how the histone chaperone FACT capitalizes on nucle-
osome breathing. Nucleus. 2013; 4(6):443–9. https://doi.org/10.4161/nucl.27235 PMID: 24413069.
79. Wilson MD, Harreman M, Taschner M, Reid J, Walker J, Erdjument-Bromage H, et al. Proteasome-
mediated processing of Def1, a critical step in the cellular response to transcription stress. Cell. 2013;
154(5):983–95. https://doi.org/10.1016/j.cell.2013.07.028 PMID: 23993092.
80. Francia S, Michelini F, Saxena A, Tang D, de Hoon M, Anelli V, et al. Site-specific DICER and
DROSHA RNA products control the DNA-damage response. Nature. 2012; 488(7410):231–5. https://
doi.org/10.1038/nature11179 PMID: 22722852.
81. Price BD, D’Andrea AD. Chromatin remodeling at DNA double-strand breaks. Cell. 2013; 152
(6):1344–54. https://doi.org/10.1016/j.cell.2013.02.011 PMID: 23498941.
Transcription-driven chromatin repression of intragenic TSSs
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007969 February 1, 2019 31 / 33
82. Schwabish MA, Struhl K. Evidence for eviction and rapid deposition of histones upon transcriptional
elongation by RNA polymerase II. Molecular and cellular biology. 2004; 24(23):10111–7. https://doi.
org/10.1128/MCB.24.23.10111-10117.2004 PMID: 15542822.
83. van Bakel H, Tsui K, Gebbia M, Mnaimneh S, Hughes TR, Nislow C. A compendium of nucleosome
and transcript profiles reveals determinants of chromatin architecture and transcription. PLoS Genet.
2013; 9(5):e1003479. https://doi.org/10.1371/journal.pgen.1003479 PMID: 23658529.
84. Feng J, Gan H, Eaton ML, Zhou H, Li S, Belsky JA, et al. Noncoding Transcription Is a Driving Force
for Nucleosome Instability in spt16 Mutant Cells. Molecular and cellular biology. 2016; 36(13):1856–
67. https://doi.org/10.1128/MCB.00152-16 PMID: 27141053.
85. Jamai A, Puglisi A, Strubin M. Histone chaperone spt16 promotes redeposition of the original h3-h4
histones evicted by elongating RNA polymerase. Mol Cell. 2009; 35(3):377–83. https://doi.org/10.
1016/j.molcel.2009.07.001 PMID: 19683500.
86. Radman-Livaja M, Verzijlbergen KF, Weiner A, van Welsem T, Friedman N, Rando OJ, et al. Patterns
and mechanisms of ancestral histone protein inheritance in budding yeast. PLoS Biol. 2011; 9(6):
e1001075. https://doi.org/10.1371/journal.pbio.1001075 PMID: 21666805.
87. Jeronimo C, Watanabe S, Kaplan CD, Peterson CL, Robert F. The Histone Chaperones FACT and
Spt6 Restrict H2A.Z from Intragenic Locations. Mol Cell. 2015; 58(6):1113–23. https://doi.org/10.
1016/j.molcel.2015.03.030 PMID: 25959393.
88. Ng DW, Wang T, Chandrasekharan MB, Aramayo R, Kertbundit S, Hall TC. Plant SET domain-con-
taining proteins: structure, function and regulation. Biochimica et biophysica acta. 2007; 1769(5–
6):316–29. https://doi.org/10.1016/j.bbaexp.2007.04.003 PMID: 17512990.
89. Rada-Iglesias A, Bajpai R, Swigut T, Brugmann SA, Flynn RA, Wysocka J. A unique chromatin signa-
ture uncovers early developmental enhancers in humans. Nature. 2011; 470(7333):279–83. https://
doi.org/10.1038/nature09692 PMID: 21160473.
90. Rada-Iglesias A. Is H3K4me1 at enhancers correlative or causative? Nature genetics. 2018; 50(1):4–
5. https://doi.org/10.1038/s41588-017-0018-3 PMID: 29273804.
91. Wang A, Yue F, Li Y, Xie R, Harper T, Patel NA, et al. Epigenetic priming of enhancers predicts devel-
opmental competence of hESC-derived endodermal lineage intermediates. Cell stem cell. 2015; 16
(4):386–99. https://doi.org/10.1016/j.stem.2015.02.013 PMID: 25842977.
92. Garcia H, Miecznikowski JC, Safina A, Commane M, Ruusulehto A, Kilpinen S, et al. Facilitates chro-
matin transcription complex is an "accelerator" of tumor transformation and potential marker and target
of aggressive cancers. Cell reports. 2013; 4(1):159–73. https://doi.org/10.1016/j.celrep.2013.06.013
PMID: 23831030.
93. Nakagawa T, Kurose T, Hino T, Tanaka K, Kawamukai M, Niwa Y, et al. Development of series of
gateway binary vectors, pGWBs, for realizing efficient construction of fusion genes for plant transfor-
mation. Journal of bioscience and bioengineering. 2007; 104(1):34–41. https://doi.org/10.1263/jbb.
104.34 PMID: 17697981.
94. Zipfel C, Kunze G, Chinchilla D, Caniard A, Jones JD, Boller T, et al. Perception of the bacterial PAMP
EF-Tu by the receptor EFR restricts Agrobacterium-mediated transformation. Cell. 2006; 125(4):749–
60. https://doi.org/10.1016/j.cell.2006.03.037 PMID: 16713565.
95. Earley KW, Haag JR, Pontes O, Opper K, Juehne T, Song K, et al. Gateway-compatible vectors for
plant functional genomics and proteomics. The Plant journal: for cell and molecular biology. 2006; 45
(4):616–29. https://doi.org/10.1111/j.1365-313X.2005.02617.x PMID: 16441352.
96. Clough SJ, Bent AF. Floral dip: a simplified method for Agrobacterium-mediated transformation of Ara-
bidopsis thaliana. The Plant journal: for cell and molecular biology. 1998; 16(6):735–43. PMID:
10069079.
97. Jefferson RA, Kavanagh TA, Bevan MW. GUS fusions: beta-glucuronidase as a sensitive and versa-
tile gene fusion marker in higher plants. EMBO J. 1987; 6(13):3901–7. PMID: 3327686.
98. Marquardt S, Raitskin O, Wu Z, Liu F, Sun Q, Dean C. Functional consequences of splicing of the anti-
sense transcript COOLAIR on FLC transcription. Mol Cell. 2014; 54(1):156–65. https://doi.org/10.
1016/j.molcel.2014.03.026 PMID: 24725596.
99. Marquardt S, Hazelbaker DZ, Buratowski S. Distinct RNA degradation pathways and 3’ extensions of
yeast non-coding RNA species. Transcription. 2011; 2(3):145–54. Epub 2011/08/10. https://doi.org/
10.4161/trns.2.3.16298 [pii]. PMID: 21826286.
100. Kindgren P, Ard R, Ivanov M, Marquardt S. Transcriptional read-through of the long non-coding RNA
SVALKA governs plant cold acclimation. Nature communications. 2018; 9(1):4561. https://doi.org/10.
1038/s41467-018-07010-6 PMID: 30385760.
101. Smith T, Heger A, Sudbery I. UMI-tools: modeling sequencing errors in Unique Molecular Identifiers to
improve quantification accuracy. Genome research. 2017; 27(3):491–9. https://doi.org/10.1101/gr.
209601.116 PMID: 28100584.
Transcription-driven chromatin repression of intragenic TSSs
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007969 February 1, 2019 32 / 33
102. Dobin A, Davis CA, Schlesinger F, Drenkow J, Zaleski C, Jha S, et al. STAR: ultrafast universal RNA-
seq aligner. Bioinformatics. 2013; 29(1):15–21. https://doi.org/10.1093/bioinformatics/bts635 PMID:
23104886.
103. Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, et al. The Sequence Alignment/Map for-
mat and SAMtools. Bioinformatics. 2009; 25(16):2078–9. https://doi.org/10.1093/bioinformatics/
btp352 PMID: 19505943.
104. Quinlan AR, Hall IM. BEDTools: a flexible suite of utilities for comparing genomic features. Bioinfor-
matics. 2010; 26(6):841–2. https://doi.org/10.1093/bioinformatics/btq033 PMID: 20110278.
105. Thodberg M, Thieffry A, Bornholdt J, Boyd M, Holmberg C, Azad A, et al. Comprehensive profiling of
the fission yeast transcription start site activity during stress and media response. bioRxiv. 2018.
https://doi.org/10.1101/281642
106. Bailey TL, Boden M, Buske FA, Frith M, Grant CE, Clementi L, et al. MEME SUITE: tools for motif dis-
covery and searching. Nucleic acids research. 2009; 37(Web Server issue):W202–8. https://doi.org/
10.1093/nar/gkp335 PMID: 19458158.
107. Zhang Y, Liu T, Meyer CA, Eeckhoute J, Johnson DS, Bernstein BE, et al. Model-based analysis of
ChIP-Seq (MACS). Genome biology. 2008; 9(9):R137. https://doi.org/10.1186/gb-2008-9-9-r137
PMID: 18798982.
Transcription-driven chromatin repression of intragenic TSSs
PLOS Genetics | https://doi.org/10.1371/journal.pgen.1007969 February 1, 2019 33 / 33
